5' -most EST 



uC-osflcypl41f 09al 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388032 

8342_1.R1084 

uC-osrocyp007b02al 

BLASTX 

g4115377 

182 

1.0e-13 

67 
61 

(AC005967) unknown protein [Arabidopsis thaliana] 
388033 

8345JL.R1084 

LIB3431-059-P1-K1-F6 

BLASTN 

g3819233 

73 

2.0e-32 

213 

86 

Hordeum vulgare partial mRNA; clone cMWG0770 



388034 

8351_1.R1084 

LIB3431-059-P1-K1-G7 

BLASTX 

g3450889 

454 

6.0e-45 

208 
58 

(AF0838 90) 19S proteosome subunit 9 



[Arabidopsis thaliana] 



388035 

8363JL.R1084 

LIB3431-059-P1-K1-H9 

BLASTX 

g3894197 

412 

5.0e-40 

167 

47 

(AC005662) hypothetical protein [Arabidopsis thaliana] 
388036 

8371_1.R1084 

g569042 

BLASTX 

g5262202 

353 

2.0e-42 

273 
39 

(AL080252) nodulin-like protein [Arabidopsis thaliana] 



49235 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



388037 

8379_1.R1084 
g2431528 

388038 

8380_1.R1084 

g2275928 

388039 

8394_1.R1084 
LIB3431-060-P1-K1-D11 

388040 

8403JL.R1084 

uC-osflM202053d09bl 

BLASTX 

g5640111 

360 

6.0e-34 

177 
47 

(AJ243875) RAD23 protein [Lycopersicon esculentum] 
388041 

8404_1.R1084 
LIB3434-016-P1-K1-E10 

388042 

8406_1.R1084 

LIB3431-060-P1-K1-E3 

BLASTX 

g4127456 

192 

2.0e-14 

48 

46 

(AJ010818) Cpn21 protein [Arabidopsis thaliana] 
388043 

8451_1.R1084 

LIB3431-061-P1-K1-A6 

BLASTX 

g606751 

194 

2.0e-14 

121 
39 

(L34 934) RNA binding protein [Drosophila melanogaster] 
388044 

8460_1.R1084 

LIB3431-061-P1-K1-B6 

BLASTX 

g3786016 

571 

3.0e-85 

332 



49236 



% identity 

NCBI Description 



56 

(AC005499) 
thaliana] 



putative elongation factor [Arabidopsis 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



388045 

8463JL.R1084 
uC-osrocyp015g03bl 

388046 

8464JL.R1084 
LIB3431-061-P1-K1-C1 

388047 

8473_1.R1084 

uC-osflM202014b05bl 

BLASTX 

g4850382 

147 

9.0e-09 

69 
43 

(AC007357) Similar to gb_D38124 EREBP-3 from Nicotiana 
tabacum and contains PF_00847 AP2 domain. [Arabidopsis 
thaliana] 

388048 

8481JL.R1084 

LIB3431-061-P1-K1-D5 

BLASTX 

g4115913 

236 

2.0e-19 

78 
54 

(AF118222) contains similarity to Iron/Ascorbate family of 
oxidoreductases (Pfam: PF00671, Score=307.1 / E=2.2e-88, 
N=l) [Arabidopsis thaliana] >gi_4 5394 09_emb_CAB4 0042 . 1_ 
(AL049524) putative flavanone 3-beta-hydroxylase 
[Arabidopsis thaliana] 

388049 

8486JL.R1084 

gl632063 

BLASTX 

g4803924 

956 

1.0e-103 

253 

74 

(AC006264) putative ER lumen protein retaining receptor 
[Arabidopsis thaliana] 

388050 

8486_2.R1084 
uC-osroM202003b06a2 



Seq. No. 



388051 



49237 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8487_1.R1084 

uC-osflcypl44h09bl 

BLASTX 

g2492519 

1290 

1.0e-149 

277 

97 

26S PROTEASE REGULATORY SUBUNIT 7 {26S PROTEASOME SUBUNIT 
7) >gi_1395191_dbj_BAA13021_ (D86121) 26S proteasome ATPase 
subunit [Spinacia oleracea] 



Seq. No. 
Contig ID 
5 '-most EST 



388052 

8488_1.R1084 
g4715200 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388053 

8489_1.R1084 

LIB3431-061-P1-K1-E12 

BLASTX 

g3135751 

398 

1.0e-38 

79 
95 

(AJ006095) 26S protease regulatory subunit 6 [Cicer 
arietinum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388054 

8492_2.R1084 

g2427952 

BLASTX 

gl076316 

218 

5.0e-21 

167 

41 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi_469110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388055 

8497_1.R1084 

LIB3432-022-P1-K1-E7 

BLASTX 

g3775987 

844 

2.0e-90 

231 
69 

(AJ010457) RNA helicase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



388056 

8500_2.R1084 
LIB3432-04 0-P1-K1-A4 
BLASTX 
g2653558 



49238 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



841 

3.0e-90 

226 
75 

(D50679) 



ferredoxin-sulf ite reductase precursor [Zea mays] 



388057 

8505_1.R1084 

LIB3431-061-P1-K1-F9 

BLASTN 

g6015437 

40 

1.0e-12 

51 
67 

Homo sapiens PEX1 mRNA, complete cds 
388058 

8513_1.R1084 
LIB3431-061-P1-K1-G5 

388059 

8515JL.R1084 

uC-osflm202099a01bl 

BLASTX 

g5931694 

870 

1.0e-93 

275 

52 

(Y18470) Exportinl (XPOl) protein [Arabidopsis thaliana] 
388060 

8519_1.R1084 

g286845 

BLASTN 

g949979 

56 

2.0e-22 

185 
83 

Z.mays Glossy2 locus DNA 
388061 

8521_1.R1084 

g426261 
BLASTX 
g2435511 
474 

3.0e-77 

195 

72 

(AF024504) contains similarity to prolyl 4-hydroxylase 
alpha subunit [Arabidopsis thaliana] 

388062 

8524 1.R1084 



49239 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 ? -most EST . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC007927) pale cress 



LIB3432-016-P1-K1-D11 

BLASTX 

gl483213 

601 

2.0e-65 

236 

54 

(X96480) PAC [Arabidopsis thaliana] 
>gi_5 7 2 9 7 0 5_gb_AAD4 8 5 1 2 . 1__AC0 0 7 9 2 7_2 
protein [Arabidopsis thaliana] 

388063 

8529JL.R1084 
LIB3431-062-P1-K1-A11 



388064 

8545JL.R1084 

g3768130 

BLASTX 

g4982498 

337 

2.0e-64 

267 

43 

(AC000107) F17F8.4 [Arabidopsis thaliana] 
388065 

8546_1.R1084 

g3763386 

BLASTX 

g5091520 

432 

2.0e-42 

89 
100 

(AB023482) ESTs AU058081 (E30812) , AU058365 (E50679) , 
AU030138 (E50679) correspond to a region of the predicted 
gene.; Similar to Spinacia oleracea mRNA for proteasome 
37kD subunit. (X96974) [Oryza sativa] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388066 

8546__2.R1084 

LIB3431-062-P1-K1-C12 

BLASTX 

g5091520 

499 

4.0e-59 

165 

73 

(AB023482) ESTs AU058081 (E30812 ) , AU058365 (E50679) , 
AU030138 (E50679) correspond to a region of the predicted 
gene.; Similar to Spinacia oleracea mRNA for proteasome 
37kD subunit . (X96974) [Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 



388067 

8547_1.R1084 
LIB3431-062-P1-K1-C2 



49240 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 
fj BLAST score 

E value 
if Match length 

% identity 
yj NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



388068 

8571_1.R1084 

LIB3431-062-P1-K1-E6 

BLASTX 

g4512705 

604 

1.0e-62 

167 

74 

(AC006569) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

388069 

8614JL.R1084 

uC-osflcyp092al2bl 

BLASTX 

g3786010 

151 

2.0e-09 

202 
30 

(AC005499) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

388070 

8616_1.R1084 

uC-osflm202110a03bl 

BLASTX 

g4220533 

405 

2.0e-39 

158 

55 

(AL035356) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 

388071 

8619JL.R1084 
LIB3434-04 7-P1-K1-G4 

388072 

8622_1.R1084 
LIB3431-063-P1-K1-B7 

388073 

8639_1.R1084 
g2309724 

388074 

8643_1.R1084 

g5607349 

388075 

8645_1.R1084 
LIB3431-063-P1-K1-E10 



49241 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



388076 

8648_1.R1084 
LIB3431-063-P1-K1-E2 " 

388077 

8669_1.R1084 

uC-osflcyp033fllbl 

388078 

8671JL.R1084 

uC-osrocyp017gl0bl 

BLASTX 

g2688828 

203 

6.0e-19 

165 
41 

(U97530) ethylene-forming-enzyme-like dioxygenase [Prunus 
armeniaca] 

388079 

8676_1.R1084 

g2309884 

BLASTX 

g4204265 

781 

7.0e-83 

257 
62 

(AC005223) 45643 [Arabidopsis thaliana] 
388080 

8681_1.R1084 

g4879567 

BLASTX 

g5903036 

363 

1.0e-36 

181 
47 

(AC008016) F6D8.5 [Arabidopsis thaliana] 
388081 

8681_2.R1084 

uC-osroM202019g04bl 

BLASTX 

g5903036 

428 

5.0e-42 

118 

69 

(AC008016) F6D8.5 [Arabidopsis thaliana] 
388082 

8698_1.R1084 

g2427302 
BLASTX 



49242 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3660469 

1815 

0.0e+00 

410 

86 

(AJ001808) succinyl-CoA-ligase beta subunit [Arabidopsis 
thaliana] >gi_4512693_gb_AAD2174 6 . 1_ (AC006569) 
succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 



Seq. No. 


388083 


Contia ID 


8707 1.R1084 




LIB3431-031-P1-K1-E2 






rnnf- -i rr TD 


8713 1 R1084 


O J.lLOo L UtO 1 


T t TR34^3-04/ ) -Pl -K1-F8 


ftvTr*N 4— V*i s~\ /"i 


RT.A^TY 


iN^D X OX 


a2944178 


■p 7 7\ C H" 1 c:^or*o 
DLiriO 1 oUUIC 


991 


E value 


1.0e-107 


Match length 


290 




68 


LNO.DX UcoL-I lpi — Lull 


(AF007778^ trehalose-6-DhosDhate ohosohatase 




thaliana] 


uCLJ' IN ^ • 


388085 


uontig xjj 


071 q 1 di f)QA 


O IHOS L £jo! 


T.TR^T^-m ^-Pl -K1 -P3 

LID J1 JZ, WX.J IT X rvx ^ 


ftA y—\ ^ ^ ^ 


RT A^TY 


1>J \j J_> J. VJ -L. 


g3643605 


13 .brio J. bCUIc 


1 


Hj V a. _L Utr 


6 Oe-10 


M^1~ph 1 pnath 


59 


S- i Hpni"i 1"v 

O XLlCLli L i_. _y 


51 


NCBI Description 


(AC005395) hypothetical protein [Arabidopsis 


o C ^ ■ i N \J • 


388086 
*j \j \j \j \j \j 




1 R10R4 


5 '-most EST 


LIB3431-031-P1-K1-H1 


O C ^ • LN ^ • 


388087 


Contig ID 


8732 2.R1084 


5' -most EST 


LIB3431-022-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3935175 


BLAST score 


326 


E value 


4.0e-30 


Match length 


84 


% identity 


76 


NCBI Description 


(AC004557) F17L21.18 [Arabidopsis thaliana] 


Seq. No. 


388088 


Contig ID 


8788 1.R1084 


5 T -most EST 


g702099 


Seq. No. 


388089 


Contig ID 


8799_1.R1084 



49243 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflcyp012el0bl 

BLASTX 

gll4009 

157 

5.0e-10 

61 

48 

APAG PROTEIN >gi_72 927_pir BVECAG apaG protein - 

Escherichia coli >gi_40918_emb_CAA28418_ (X04711) URF 
(apaG) (AA 1-375) [Escherichia coli] 

>gi_216475_dbj_BAA01326_ (D10483) apaG protein [Escherichia 
coli] >gi_1786235 (AE000115) orf, hypothetical protein 
[Escherichia coli] 



Seq. No. 
Contig ID 
5' -most EST 



388090 

8814_1.R1084 
uC-osflcypl06a07bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388091 

8854_1.R1084 

g3106485 

BLASTX 

gl773295 

177 

1.0e-19 

115 

51 

(U76707) regulatory protein NPR1 [Arabidopsis thaliana] 
>gi_1916912 (U87794) transcription factor inhibitor I kappa 
B homolog [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



388092 

8856JL.R1084 
uC-osflcypll6f07al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388093 

8871JL.R1084 

g5003189 

BLASTX 

g6094303 

930 

1.0e-112 

304 

66 

SELENOCYSTEINE METHYLTRANSFERASE ( SECYS-METHYLTRANSFERASE ) 
(SECYS-MT) >gi_4006848_emb_CAA10368_ (AJ131433) 
selenocysteine methyltransf erase [Astragalus bisulcatus] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



388094 

8871_2.R1084 

uC-osflcyp081cllbl 

BLASTX 

g6094303 

251 

3.0e-48 

165 

64 



49244 



NCBI Description 



SELENOCYSTEINE METHYLTRANSFERASE (SECYS-METHYLTRANSFERASE) 
(SECYS-MT) >gi_4006848_emb_CAA10368_ (AJ131433) 
selenocysteine methyltransf erase [Astragalus bisulcatus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388095 

8871_3.R1084 

g427023 

BLASTX 

g6094303 

141 

1.0e-08 

50 
60 

SELENOCYSTEINE METHYLTRANSFERASE (SECYS-METHYLTRANSFERASE) 
(SECYS-MT) >gi__4006848_emb_CAA10368_ (AJ131433) 
selenocysteine methyltransf erase [Astragalus bisulcatus] 

388096 

8873_1.R1084 

uC-osflm202107c05bl 

BLASTX • 

g3319357 

698 

1.0e-133 

480 

58 

(AF077407) contains similarity to phosphoenolpyruvate 
synthase (ppsA) (GB: AE001056) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



388097 

8876JL.R1084 
uC-osflM202097fl0bl 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388098 

8881_1.R1084 
uC-os f Icypl 4 IbO 9bl 

388099 

8882_1.R1084 

LIB3474-009-P1-K1-D5 

BLASTN 

g4096078 

44 

3.0e-15 

68 
91 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



388100 

8887_1.R1084 

LIB3434-009-P1-K1-F5 

BLASTX 

gl709128 

707 

1.0e-110 
227 



49245 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

GLYCOGEN SYNTHASE KINASE-3 HOMOLOG MSK-2 

>gi_481019_pir S37643 protein kinase MSK-2 (EC 2.7.1.-) 

alfalfa >gi_31314 6_emb_CAA48473_ (X68410) protein kinase 
[Medicago sativa] 

388101 

8887_2.R1084 

g2317349 

BLASTX 

gl709129 

608 

2.0e-98 

213 

85 

GLYCOGEN SYNTHASE KINASE-3 HOMOLOG MSK-3 

>gi_481018_pir S37642 protein kinase MSK-3 (EC 2.7.1.-) 

alfalfa >gi_313148_emb_CAA48472__ (X68409) protein kinase 
[Medicago sativa] 





Seq. No. 


388102 








Contig ID 


8895 1.R1084 






J? 


5' -most EST 


LIB3431-035-P1-K1-A5 








Method 


BLASTX 








NPRT QX 


ct3786009 








"Rl.A^T qpotp 
DLino ± o^ui c 


542 








E value 


2 . 0e-58 






" 


LlflLUil L.1I 


192 








o x^JiV^ii i l t, y 


66 








NTfRT P)o cr r 1 t~ "i Tit" i r^T\ 


( APOD S4 9 9 ^ unknown nrnfpi n 


[Arabidopsis 


t haliana ] 




Seq. No. 


388103 








Contig ID 


8896 1.R1084 








5 '-most EST 


uC-osflcypl21hl2bl 








Seq. No. 


388104 








Contig ID 


8935 1.R1084 








5 1 -most EST 


LIB3432-006-P1-K1-D6 








Seq. No. 


388105 








Contig ID 


8941 1.R1084 








5' -most EST 


g699702 








Method 


BLASTX 








NCBI GI 


g3355476 








BLAST score 


314 








E value 


5.0e-44 








Match length 


133 








% identity 


65 








NCBI Description 


(AC004218) unknown protein 


[Arabidopsis 


thaliana] 




Seq. No. 


388106 








Contig ID 


8948_1.R1084 








5 '-most EST 


uC-osrocyp007cl0bl 








Method 


BLASTX 








NCBI GI 


g4049341 








BLAST score 


557 








E value 


1.0e-112 







49246 



Match length 


336 


% identity 


66 


NCBI Description 


(AL034567) putative protein [Arabidoj 


Sea. No. 


388107 


Contig ID 


8948 2.R1084 


5 1 -most EST 


LIB3I7 4-012-P1-K1-H5 


Seq. No. 


388108 


Contig ID 


8961 1.R1084 


5' -most EST 


LIB3434-035-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl00099 


BLAST score 


672 


E value 


1 . Oe-70 


Match length 


176 


% identity 


75 


NCBI Description 


DNA-binding protein VBP1 - fava bean 




CREB-like protein [Vicia faba] 


Seq. No. 


388109 


Contig ID 


8971 1.R1084 


5 1 -most EST 


LIB3431-035-P1-K1-H7 


Seq. No. 


388110 


Contig ID 


8979 1.R1084 


5 '-most EST 


LIB3431-036-P1-K1-A3 


L_J <3 'wj * Li| \J a 


388111 




8996 1 R1084 


5 ' -most EST 


g5667482 


Qprr Ma 

i_J C v_J . \J . 


388112 


Contig ID 


8998 1.R1084 


5' -most EST 


LIB34~31-037-Pl-Kl-E10 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


2 . 0e-10 


Match length 


36 


% identitv 


59 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Sea No 


388113 

"-j \j \j jl+ _i_ *_/ 


Contig ID 


9001 1.R1084 


5' -most EST 


LIB3J31-036-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3914467 


BLAST score 


778 


E value 


5.0e-83 


Match length 


198 


% identity 


79 


NCBI Description 


26S PROTEASOME REGULATORY SUBUNIT S3 




>gi_18 64 003_dbj__BAA19252_ (AB001422) 




tabacum] 


Seq. No. 


388114 



(M81827) 



49247 



Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9002JL.R1084 

LIB3434-064-P1-K1-A4 

BLASTX 

gl762309 

268 

2.0e-23 

62 

90 

(U53345) AP-1 Golgi-related complex component; clathrin 
coated vesicles; clathrin assembly protein [Camptotheca 
acuminata] 

388115 

9004_1.R1084 

LIB3431-036-P1-K1-C5 

BLASTX 

gll9784 

443 

3.0e-48 

115 

87 

3-OXOACYL-[ACYL-CARRIER-PROTEIN] SYNTHASE I PRECURSOR 
(BETA-KETOACYL-ACP SYNTHASE I) (KAS I) 

>gi_100555__pir A39356 3-oxoacyl- [acyl-carrier-protein] 

synthase (EC 2.3.1.41) I beta chain precursor, chloroplast 
- barley >gi_167065 (M60410) beta-ketoacyl-ACP synthase I 
[Hordeum vulgare] 

388116 

9006_1.R1084 

LIB3474-001-P1-K1-F12 

BLASTX 

g4097547 

260 

3.0e-22 

124 
31 

(U64906) ATFP3 [Arabidopsis thaliana] 
388117 

9025JL.R1084 

LIB3433-047-P1-K1-C7 

BLASTX 

g2944180 

458 

2.0e-45 

116 

75 

(AF007779) trehalose-6-phosphate phosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



388118 

9041JL.R1084 

LIB3434-054-P1-K1-D12 

BLASTX 

g2130052 

1028 



49248 



E value 
Match length 
% identity 
NCBI Description 



1.0e-112 

211 
91 

xylose isomerase (EC 5.3.1.5) - barley 
>gi_1296809__emb_CAA64545_ (X95257) xylose isomerase 
[Hordeum vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388119 

9064JL.R1084 

uC-osflcypl51a08bl 

BLAST X 

g3738332 

155 

7.0e-10 

215 

26 

(AC005170) putative eukaryotic initiation factor 
[Arabidopsis thaliana] 

388120 

9088_1.R1084 

g701906 

BLASTX 

g5882720 

347 

1.0e-32 

119 
60 

(AC008263) Similar to gb__D86180 phosphoribosylanthranilate 
transferase from Pisum sativum and contains 2 PF_00168 C2 

(phospholipid binding) domains. ESTs gb__H76726, gbJT45544 
and gb_N96377 come from this gene. [Arab 



Seq. No. 


388121 




Contig ID 


9093 1.R1084 




5 T -most EST 


LIB3431-037- 


PI- 


Seq. No. 


388122 




Contig ID 


9108 1.R1084 




5' -most EST 


LIB3432-028- 


PI- 


Method 


BLASTX 




NCBI GI 


g402753 




BLAST score 


1639 




E value 


0.0e+00 




Match length 


360 




% identity 


86 




NCBI Description 


(X71439) trans 


Seq. No. 


388123 




Contig ID 


9121 1.R1084 




5 T -most EST 


LIB3431-037- 


PI 


Method 


BLASTX 




NCBI GI 


g2347100 




BLAST score 


1203 




E value 


1.0e-132 




Match length 


272 




% identity 


85 





49249 



NCBI Description 



(U76846) ubiquitin-specif ic protease [Arabidopsis thaliana] 
>gi_4567196_gb_AAD23612.1_AC007168_3 (AC007168) putative 
ubiquitin-specif ic protease [Arabidopsis thaliana] 



Seq. No. 


388124 


Contig ID 


9146 1.R1084 


5 T -most EST 


uC-osflM202068f02bl 


Method 


BLASTX 


NCBI GI 


g2129826 


BLAST score 


964 


E value 


0 . Oe+00 


Match length 


497 


% identity 


81 


NCBI Description 


dynamin-like protein phragmoplastin 5 - soybean >gi 12180 




(U36430) SDL5A [Glycine max] ~~ 


Seq. No. 


388125 


Contig ID 


9148 1.R1084 


5 T -most EST 


LIB34 31-04 2-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g6056199 


BLAST score 


304 


E value 


2. Oe-27 


Match length 


116 


% i Hpn t" "i t" v 


48 


NCBI Description 


(AC 00 94 00} unknown Drnt^in r ATabi dons is th^lian^l 


Q&rr Kin 

O C • 1MU • 


_> o o j. ^. o 


Contig ID 


9158 1.R1084 


5 ' -most EST 


LIB3J31-042-P1-K1-B7 


Seq. No. 


388127 


Contig ID 


9170 1.R1084 


5' -most EST 


a2309961 


Method 


BLASTX 


NCBI GI 


a322867 


BLAST score 


736 


E value 


5 . 0e-78 


Match length 


250 


% identitv 


61 


NCBI Description 


translation initiation factor elF— 4F isozyme form subunit 




p82 - wheat 


Seq. No. 


388128 


Contig ID 


9200 1.R1084 


5' -most EST 


LIB3434-032-P1-K1-C12 

-1—1 -X. XV «<V ^ -V ^ V/ ^/ i- -I- 1\X \-f J_ rflrf 


Mp t h od 

L IC LJ.J.UU 


RT.A^TX 


NCBI GI 


g3426051 


BLAST score 


338 


E value 


9.0e-41 


Match length 


181 


% identity 


53 


NCBI Description 


(AC005168) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


388129 


Contig ID 


9201 1.R1084 


5 '-most EST 


uC-osflM202083b09bl 



49250 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3915096 

602 

9.0e-69 

161 

82 

TRANS -CINNAMATE 4 -MONOOXYGENAS E (CINNAMIC ACID 

4 -HYDROXYLASE) (CA4H) (C4H) (P450C4H) (CYTOCHROME P450 73) 

>gi_1574976 (U47293) trans-cinnamate 4-hydroxylase [Populus 

tremuloides] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



Seq. No. 
Contig ID 
5 '-most EST 



388130 

9204__1.R1084 

LIB3431-04 2-P1-K1-H1 

BLASTX 

gl28191 

556 

4.0e-57 

141 

77 

NITRATE REDUCTASE [ NAD ( P ) H ] >gi_662 10_pir RDBHNP nitrate 

reductase (NAD(P)H) (EC 1.6.6.2) - barley 
>gi_19065_emb_CAA42739_ (X60173) nitrate reductase 
(NAD(P)H) [ Horde um vulgare] 

388131 

9214_1.R1084 

g5455378 

388132 

9214__2.R1084 

LIB34 31-042-P1-K1-H8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



388133 

9236_1.R1084 

g5005185 

BLASTX 

gl26201 

464 

2.0e-46 

118 

76 

3-ISOPROPYLMALATE DEHYDROGENASE PRECURSOR (BETA-IPM 

DEHYDROGENASE) ( IMDH) (3-IPM-DH) >gi_8167 6_pir S20510 

3-isopropylmalate dehydrogenase (EC 1.1.1.85) precursor 
rape >gi_17827_emb__CAA42596_ (X59970) 3-isopropylmalate 
dehydrogenase [Brassica napus] 

388134 

9248_1.R1084 
gl632405 

388135 

9252_1.R1084 
g701418 



Seq. No. 



388136 



49251 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9259_1.R1084 

LIB3431-019-P1-K1-E10 

BLASTX 

g5103831 

276 

7.0e-24 

93 

59 

(AC007591) ESTs gb_H37032, gb__R6425, gb_Z34651, gb_N37268, 
gb_AA713172 and gb_Z34241 come from this gene. [Arabidopsis 
thaliana] 

388137 

9262JL.R1084 

uC-osrocyp028b06bl 

BLASTX 

g4539332 

296 

2.0e-26 

90 

68 

(AL035539) glycosyltransf erase like protein (fragment) 
[Arabidopsis thaliana] 

388138 

9263_1.R1084 

LIB3431-019-P1-K1-E5 

BLASTN 

g6015437 

39 

3.0e-12 

39 

100 

Homo sapiens PEX1 mRNA, complete cds 
388139 

9270_1.R1084 

uC-osrocyp012d02bl 

BLASTX 

g3150410 

231 

9.0e-19 

175 
31 

(AC004165) unknown protein [Arabidopsis thaliana] 



388140 

9281JL.R1084 

LIB3431-019-P1-K1-G3 

BLASTX 

g5834807 

149 

2.0e-09 

48 

62 

(AL117212) hypothetical protein 



[Schizosaccharomyces pombe] 



49252 



Seq. No. 


388141 


Contia ID 


9290 1.R1084 


5' -mo st EST 


LIB3475-012-P1-K1-A12 


Seq. No. 


388142 


Contig ID 


9293 1.R1084 


5 '-most EST 


LIB3432-029-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2795806 


BLAST score 


536 


E value 


1.0e-70 


Match length 


170 


% identity 


80 


NCBI Description 


(AC003674) unknown protein 


cj^rj No 


388143 


Contia ID 


9298 1.R1084 


5 f -most EST 


LIB3477-001-P1-K1-E2 


Sea No. 


388144 


Contig ID 


9299 1.R1Q84 


5 1 -most EST 


LIB34 31-020-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g6056194 


RT.A^T score 


220 


F, va 1 i]p 

1 i V G*L —L V-A \^ 


9. Oe-18 


Match length 


119 


% identity 


38 


NCBI Description 


(AC009400) unknown protein 


Qpa No 


388145 


font" i a ID 


9317 1.R1084 


5 1 -most EST 


LIB34"31-020-Pl-Kl-C10 




388146 

>-J \J \J -L ^ \J 


Contia ID 


9322 1.R1084 


5 1 -most EST 


g572272 


Method 


BLASTX 


NCBI GI 


g3006145 


BLAST score 


970 


E value 


1.0e-105 


Match length 


389 


% \ dpnt~ it* v 


38 


NCBI Description 


(AL022299) ABC transporter 


Qprr No 


388147 


Contig ID 


9322 2.R1084 


5 T -most EST 


g3763351 


Method 


BLASTX 


NCBI GI 


gll69871 


BLAST score 


177 


E value 


2.0e-20 


Match length 


98 


% identity 


34 


NCBI Description 


GCN20 PROTEIN >gi 1363661 p. 



S56146 GCN20 protein - yeast 

(Saccharomyces cerevisiae) >gi_643479 (U19971) Gcn20p 
[Saccharomyces cerevisiae] >gi_8367 64_dbj_BAA0924 8 . 1_ 



49253 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
W 5' -most EST 

fiQ Seq. No. 
j:: Contig ID 
i 5' -most EST 

Seq. No. 

1/1 Contig ID 

s 5' -most EST 

Ljl Method 

?2 NCBI GI 

rf BLAST score 

^ E value 

O Match length 

Q % identity 

Q NCBI Description 

Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(D50617) YFR009W [Saccharomyces cerevisiae] 
388148 

9342_1.R1084 

LIB3431-020-P1-K1-E3 

BLASTN 

g6015437 

35 

9.0e-10 

35 

42 

Homo sapiens PEX1 mRNA, complete cds 

388149 

9349_1.R1084 

LIB3431-020-P1-K1-F10 

388150 

9364_1.R1084 
uC-osrocyp027g09bl 

388151 

9364_2.R1084 
uC-osflcyp064h05bl 

388152 

9372_1.R1084 

LIB3479-003-Q6-K1-A1 

BLASTX 

g4583546 

255 

1.0e-21 

121 
40 

(AJ010819) GrpE protein [Arabidopsis thaliana] 
388153 

9373_1.R1084 

uC-osroM202014fllbl 

BLASTX 

g2459421 

352 

9.0e-33 

177 

42 

(AC002332) putative calcium-binding EF-hand protein 
[Arabidopsis thaliana] 

388154 

9408JL.R1084 

g2801046 

BLASTX 

g4585873 

867 

1.0e-122 

302 

72 



49254 



NCBI Description 


(AC005850) Putative 


protein kinase [Arabidopsis thaliana] 


Seq. No. 


388155 




Contig ID 


9414_1.R1084 




5 '-most EST 


LIB3431-021-P1-K1-D11 


Method 


BLASTX 




NCBI GI 


g4980489 




BLAST score 


174 




E value 


4.0e-12 




Match length 


100 




% identity 


38 




NCBI Description 


(AE001689) muconate 


cycloisomerase [Thermotoga maritima] 


Seq. No. 


388156 




Contig ID 


9455 1.R1084 




5 '-most EST 


uC-osflcyp064cl2bl 




Method 


BLASTX 




NCBI GI 


g5881940 




BLAST score 


153 




E value 


8 . 0e-20 




Match length 


143 




% identity 


45 




NCBI Description 


{AL117387) putative 


secreted protein [Streptomyces 




coelicolor A3 (2)] 




Seq. No. 


388157 




Contig ID 


9464 1.R1084 




5' -most EST 


uC-osflcypl59h04al 




Method 


BLASTX 




NCBI GI 


gl352468 




BLAST score 


340 




E value 


6.0e-32 




Match length 


76 





% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 
Method 



83 

BETA- FRUCTOFURANOS I DASE 
HYDROLASE 1) (INVERTASE 
[Zea mays] 



1 PRECURSOR ( SUCROSE- 6-PHOSPHATE 
1) >gi_1122439 (U16123) invertase 



388158 

9483_1.R1084 

g286800 

BLASTX 

g4982498 

333 

6.0e-31 

83 
76 

(AC000107) F17F8.4 [Arabidopsis thaliana] 
388159 

9490_1.R1084 
LIB3432-058-P1-K1-H12 

388160 

9510_1.R1084 

g2310372 

BLASTX 



49255 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2293288 
141 

1.0e-12 

157 
35 

(AF008220) YtcB [Bacillus subtilis] 

>gi_2635571_emb_CAB15065_ (Z99119) similar to NDP-sugar 
epimerase [Bacillus subtilis] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388161 

9529_1.R1084 

LIB3431-022-P1-K1-F5 

BLASTX 

g6016736 

240 

4.0e-20 

90 

57 

(AC009325) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388162 

9531_1.R1084 

LIB3432-035-P2-K1-A12 

BLASTX 

g5295954 

384 

7.0e-37 

81 
93 

(AB026295) hypothetical protein [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388163 

9537_1.R1084 

LIB3431-022-P1-K1-G5 

BLASTX 

g629775 

740 

1.0e-78 

149 
92 

beta-ketoacyl-ACP synthase 



- barley (fragment) 



Seq. No. 
Contig ID 
5* -most EST 



388164 

9550_1.R1084 
LIB3475-006-P1-K1-B8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388165 

9553JL.R1084 

g568626 

BLASTX 

gl657621 

188 

3.0e-23 

109 
31 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 



49256 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_5478795_dbj_BAA82478.1_ (AB017643) Short-chain acyl CoA 
oxidase [Arabidopsis thaliana] 

388166 

9555JL.R1084 

uC-osflcypl75a03bl 

BLASTX 

g2829902 

627 

4.0e-65 

259 
44 

(AC002311) Putative sulphate transporter protein#protein 
[Arabidopsis thaliana] 

388167 

9562_1.R1084 

LIB3475-002-P1-K2-B7 

BLASTX 

g6006848 

1122 

1.0e-179 

398 
73 

(AC009540) unknown protein, 5' partial [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



388168 

9564_2.R1084 

g287267 

BLASTX 

g3913425 

1036 

1.0e-113 

217 

88 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 

388169 

9573_1.R1084 

uC-osflcypl08g05bl 

BLASTX 

g2660676 

583 

2.0e-67 

161 

72 

(AC002342) Dreg-2 like protein [Arabidopsis thaliana] 
388170 

9582_1.R1084 

LIB3431-023-P1-K1-C6 

BLASTX 

g3643608 

376 



49257 



€1 



E value 
Match length 
% identity 
NCBI Description 



1.0e-35 

249 
49 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
>gi_4874312_gb_AAD31374.1_AC006053_16 (AC006053) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388171 

9592_1.R1084 
g2797800 

388172 

9599__1.R1084 

g4715349 

BLASTX 

gl24367 

325 

1.0e-43 

228 
33 

ACETOLACTATE SYNTHASE I PRECURSOR (ACETOHYDROXY-ACID 

SYNTHASE I) (ALS I) >gi_68238_pir YCNT1 acetolactate 

synthase (EC 4.1.3.18) class I precursor - common tobacco 
>gi_19777_emb_CAA30484_ (X07644) ALS SuRA gene {AA 1-667) 

[Nicotiana tabacum] >gi_226220_prf 150138 6A acetolactate 

synthase [Nicotiana tabacum] 

388173 

9604_1.R1084 

LIB3477-005-P1-K1-F11 

BLASTX 

g5922612 

351 

6.0e-33 

194 

58 

(AP000492) EST AU078118 (E3904 ) corresponds to a region of 
the predicted gene.; similar to Arabidopsis thaliana BAC 
IG002P16; No definition line found. (AF007270) [Oryza 
sativa] 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388174 

9605_1.R1084 

uC-osflcypl68d09bl 

BLASTX 

g3202030 

735 

9.0e-78 

165 
84 

(AF069318) geranylgeranyl hydrogenase [Mesembryanthemum 
crystallinum] 



Seq. No. 
Contig ID 
5 '-most EST 



388175 

9614JL.R1084 
uC-osroM202041d03bl 



49258 



Seq. No. 


388176 


Contia ID 


9622 1.R1084 


5 '-most EST 


LIB34~31-023-Pl-Kl-G4 


O ^ vJ • Ln W • 


388177 


Contig ID 


9635 2.R1084 


5 1 -most EST 


uC-osflcyp021g!2bl 


Method 


BLASTX 


NCBI GI 


g5123939 


BLAST score 


595 


TT TT3 1 lip 


1 . Oe-61 


Match length 


176 


% identity 


64 


NCBI Description 


(AL079349) putative ] 


Seq. No. 


388178 


Contig ID 


9648 1.R1084 


5 1 -most EST 


uC-osf lcyp017f 08bl 


Seq. No. 


388179 


font i rr TD 


9665 1 RIO 8 4 


5 '-most EST 


LIB3431-024-P1-K1-C5 




"3881 80 


font in T D 


9684 1.R1084 


J iLLWO L. DO 1 


nf-n^f 1 rvrj071bl2bl 




BLASTX 


KfCBT OT 


a2827516 


BLAST score 


406 


E value 


2.0e-39 


Match length 


163 


% identity 


49 


NCBI Description 


(AL021633) DNA topoi 




thaliana] 



Seq. No. 


388181 


Contig ID 


9696 1.R1084 


5 '-most EST 


g572258 


Method 


BLASTX 


NCBI GI 


g4582436 


BLAST score 


917 


E value 


7.0e-99 


Match length 


459 


% identity 


61 


NCBI Description 


(AC007196) unknown protein 


Seq. No. 


388182 


Contig ID 


9700 1.R1084 


5' -most EST 


gl631698 


Method 


BLASTX 


NCBI GI 


g2564253 


BLAST score 


496 


E value 


2.0e-50 


Match length 


149 


% identity 


71 


NCBI Description 


(Z99996) diadenosine 5 ',5' 




[ Horde um vulgar e] 



49259 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388183 

9702_1.R1084 

LIB3431-024-P1-K1-G1 

BLASTX 

g2190543 

176 

1.0e-12 

118 
37 

(AC001229) EST gb_N37484 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388184 

9713_1.R1084 

g3763786 

BLASTX 

g4508069 

776 

1.0e-82 

250 
64 

(AC005882) 12246 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388185 

9730JL.R1084 - 

g568494 

BLASTX 

g4115538 

477 

1.0e-47 

196 
51 

(AB012116) UDP-glycose: f lavonoid glycosyltransf erase [Vigna 
mungo] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388186 

9738JL.R1084 

g426281 

BLASTX 

g2245136 

449 

7.0e-78 

234 

65 

(Z97344) trehalose-6-phosphate synthase like protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 ! -most EST 



388187 

9745_1.R1084 
LIB3431-025-P1-K1-D11 



Seq. No. 

Contig ID 
5 '-most EST 



388188 

9799_1.R1084 
g4714456 



Seq. No. 



388189 



49260 



Contig ID 


9810 1.R1084 


5' -most EST 


uC-osflcypl24h01bl 


Method 


BLASTX 


NCBI GI 


g4490332 


BLAST score 


451 


R va "1 iip 

1_J V d JL LJ. 


1.0e-44 


Match lencrth 


153 


% identity 


57 


NCBI Description 


(AL035656) putative 


Seq. No. 


388190 


Contig ID 


9813 1.R1084 


5 1 -most EST 


uC-osroM202013g06bl 


Method 


BLASTX 


NCBI GI 


g3176690 


BLAST score 


686 


E value 


1.0e-124 


Match length 


368 


% identity 


63 


NCBI Description 


(AC003671) Similar 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cerevisiae. EST gb_R65295 comes from this gene. 
[Arabidopsis thaliana] 

388191 

9821JL.R1084 

LIB3432-012-P1-K1-A1 

BLASTX 

g2673913 

247 

6.0e-21 

66 

65 

(AC002561) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



388192 

9831_1.R1084 
g6012842 



Seq. No. 
Contig ID 
5 '-most EST 



388193 

9836_1.R1084 
LIB3431-026-P1-K1-F3 



Seq. No. 
Contig ID 
5' -most EST 



388194 

9838__1.R1084 
g2428914 



Seq. No. 
Contig ID 
5' -most EST 



388195 

9856JL.R1084 
LIB3431-026-P1-K1-H10 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



388196 

9863_1.R1084 

uC-osflcypl68dl0bl 

BLASTX 

g3176725 

200 

3.0e-15 



49261 



Match length 


98 


% identity 


41 


NCBI Description 


(AC002392) unknown protein [Arabidopsis thaliana] 


Seq. No. 


388197 


Contig ID 


9890 1.R1084 


5 '-most EST 


LIB34 31-027-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3482977 


BLAST score 


319 


E value 


4.0e-29 


Match length 


244 


% identity 


35 


NCBI Description 


(AL031369) putative protein [Arabidopsis thaliana] 


Seq. No. 


388198 


Contig ID 


9896 1.R1084 


5 1 -most EST 


LIB3475-002-P1-K2-D11 


Method 


BLASTX 


NCBI GI 


g5922612 


BLAST score 


365 


E value 


2.0e-34 


Match length 


241 


% identity 


41 


NCBI Description 


(AP000492) EST AU078118 (E3904 ) corresponds to a region 



the predicted gene.; similar to Arabidopsis thaliana BAC 
IG002P16; No definition line found. (AF007270) [Oryza 
sativa] 



Seq. No. 


388199 


Contig ID 


9910 1.R1084 


5 '-most EST 


uC-osflM202081al0bl 


Method 


BLASTX 


NCBI GI 


g4678948 


BLAST score 


378 


E value 


5.0e-36 


Match length 


164 


% identity 


50 


NCBI Description 


(AL04 9711) putative protein 


Seq. No. 


388200 


Contig ID 


9914 1.R1084 


5 '-most EST 


LIB3433-060-P1-K1-H3 


Seq. No. 


388201 


Contig ID 


9943 1.R1084 


5 '-most EST 


LIB3432-022-P1-K1-C7 


Seq. No. 


388202 


Contig ID 


9944 1.R1084 


5 '-most EST 


LIB3431-027-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gll69544 


BLAST score 


615 


E value 


9.0e-64 


Match length 


200 


% identity 


60 



[Arabidopsis thaliana] 



49262 



NCBI Description ERD1 PROTEIN PRECURSOR >gi_541859_pir JN0901 ERD1 protein 

- Arabidopsis thaliana >gi_497 629_dbj_BAA04506__ (D17582) 
ERD1 protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388203 

9963_1.R1084 

uC-osflcypl74c05al 

388204 

9966JL.R1084 

LIB3431-028-P1-K1-B10 

BLASTX 

g5921189 

413 

3.0e-40 
191 
45 

CYTOCHROME P450 
cytochrome P450 



71C4 >gi_550542_emb_CAA57425_ (X81831) 
[Zea mays] >gi_1850903__emb_CAA72196_ 



(Y11368) cytochrome p450 [Zea mays] 
388205 

9971JL.R1084 

g2443047 

BLASTX 

g4894967 

198 

4.0e-15 

111 
45 

(AF140759) FK506-binding protein FKBP51 [Saimiri 
boliviensis] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388206 

9972JL.R1084 

LIB3431-028-P1-K1-B6 

388207 

9974_1.R1084 
LIB3431-028-P1-K1-B9 

388208 

9976_1.R1084 
uC-osflcypl23d08bl 

388209 

9985_1.R1084 

g701179 

BLASTX 

g2191161 

229 

1.0e-18 

120 
49 

(AF007270) contains similarity to B. subtilus flagellar 
biosynthesis protein FLHA (SW:P35620) [Arabidopsis 
thaliana] 



49263 



HI 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388210 

9991_1.R1084 
g5003680 

388211 

10034JL.R1084 

uC-osrocyp033f04bl 

BLASTX 

g2499606 

531 

1.0e-110 

242 
78 

MITOGEN-ACTIVATED PROTEIN KINASE 
(ATMPK2) >gi_533281_dbj_BAA03536_ 
[Arabidopsis thaliana] 



HOMOLOG 2 
(D14714) 



(MAP KINASE 2) 
ATMPK2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388212 

10054J..R1084 

LIB3431-029-P1-K1-B5 

BLASTX 

g2493318 

282 

6.0e-25 

106 

49 

BLUE COPPER PROTEIN PRECURSOR >gi_562779_emb_CAA80963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 



Seq. No. 


388213 


Contig ID 


10057 1.R1084 


5* -most EST 


g2799568 


Seq. No. 


388214 


Contig ID 


10061 1.R1084 


5 '-most EST 


LIB3432-058-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2708741 


BLAST score 


828 


E value 


1.0e-92 


Match length 


247 


% identity 


68 


NCBI Description 


(AC003952) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


388215 


Contig ID 


10072 1.R1084 


5' -most EST 


LIB3431-029-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g5262204 


BLAST score 


286 


E value 


2.0e-25 


Match length 


75 


% identity 


77 


NCBI Description 


(AL080252) putative protein [Arabidopsis thaliana] 



49264 



Seq. No. 


388216 


Contig ID 


10079 1.R1084 


5 1 -most EST 


LIB3431-029-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3063447 


BLAST score 


502 


E value 


1.0e-50 


Match length 


208 


% identity 


8 


NCBI Description 


(AC003981) F22013.9 [. 


Seq. No. 


388217 


Contig ID 


10090 1.R1084 


5' -most EST 


g2309889 


Method 


BLASTX 


NCBI GI 


g4406764 


BLAST score 


534 


E value 


4.0e-54 


Match length 


198 


% identity 


53 


NCBI Description 


(AC006836) putative u 



thaliana] 



putative uridylyl transferase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388218 

10114J..R1084 

LIB3431-001-P1-K1-D9 

BLASTX 

g320618 

245 

7.0e-21 

83 
60 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi__227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 



388219 

10123JL.R1084 
LIB3431-001-P1-K1-C11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388220 

10126_1.R1084 

LIB3432-001-P1-K1-H5 

BLASTX 

gl32105 

249 

2.0e-21 

89 
62 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 

carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 



49265 



• 



ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


388221 


Contig ID 


10135 1.R1084 


S'-most EST 


LIB3431-002-P1-K1-C5 


Method 


BLASTN 


NCBI GI 


g6006355 


BLAST score 


70 


E value 


6.0e-31 


Match length 


329 


% identity 


82 


NCBI Description 


Oryza sativa genomic DNA, chromosome 


Seq. No. 


388222 


Contig ID 


10251 1.R1084 


5 '-most EST 


LIB3432-047-P2-K11-D6 


Method 


BLASTX 


NCBI GI 


gl710416 


BLAST score 


153 


E value 


1.0e-15 


Match length 


81 


% identity 


51 


NCBI Description 


CHLOROPLAST 50S RIBOSOMAL PROTEIN LI 




>gi 2147041 pir S73259 SOS ribosoma! 




DiiTDiir^a phloronla^t >cri 1276804 (U3i 




protein LI [Porphyra purpurea] 


Qpa No 


388223 


Contig ID 


10262 1.R1084 


5' -mo st EST 


g2801125 


Seq. No. 


388224 


Contig ID 


10268 1.R1084 


5 T -most EST 


g4714651 


Method 


BLASTX 


NCBI GI 


gl26888 


BLAST score 


608 


E value 


6.0e-63 


Match length 


121 


% identity 


94 



50S 



LI - Porphyra 
ribosomal 



NCBI Description 



MALATE DEHYDROGENASE [NADP] , CHLOROPLAST PRECURSOR 

(NADP-MDH) >gi_31984 0_pir DEMZMC malate dehydrogenase 

(NADP+) (EC 1.1.1.82) precursor, chloroplast - maize 
>gi_22368_emb_CAA34213_ (X16084) precursor protein (AA -57 

to 375) [Zea mays] >gi__22 67 66_prf 1604473A NADP malate 

dehydrogenase [Zea mays] 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



388225 

10268_2.R1084 

g3763525 

BLASTX 

gl26888 

849 

2.0e-91 
174 



49266 



o 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

MALATE DEHYDROGENASE [NADP] , CHLOROPLAST PRECURSOR 

(NADP-MDH) >gi_319840_pir DEMZMC malate dehydrogenase 

(NADP+) (EC 1.1.1.82) precursor, chloroplast - maize 
>gi_22368_emb_CAA34213__ (X16084) precursor protein (AA -57 

to 375) [Zea mays] >gi_226766_prf 1604473A NADP malate 

dehydrogenase [Zea mays] 

388226 

10271_1.R1084 

LIB34 32-034 -P2-K1-C7 

BLASTX 

g3309086 

394 

4.0e-66 

141 

91 

(AF076253) calcineurin B-like protein 3 [Arabidopsis 
thaliana] >gi_4 9384 95_emb_CAB43853 . 1_ (AL078465) 
calcineurin B-like protein 3 [Arabidopsis thaliana] 

388227 

10281_1.R1084 

uC-osrocyp005bllbl 

BLASTX 

g2920587 

496 

2.0e-51 
151 

65 

(AF038362) TBP-associated factor 172 [Homo sapiens] 
>gi_2995136_emb_CAA04475_ (AJ001017) TAFII170 [Homo 
sapiens] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



388228 

10283_1.R1084 

g3767690 

BLASTN 

g2052354 

39 

4.0e-12 

39 
100 

Human uncoupling protein homolog (UCPH) 
388229 

10284JL.R1084 
LIB3432-034-P2-K1-E11 



mRNA, complete cds 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



388230 

10286_1.R1084 

LIB3433-028-P1-K1-C9 

BLASTX 

g3860323 

349 

1.0e-32 

77 



49267 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

(AJ012688) 



hypothetical protein [Cicer arietinum] 



388231 

10286_2.R1084 

uC-osflcypl54e08bl 

BLASTX 

g3860323 

211 

5.0e-27 

77 

81 

(AJ012688) hypothetical protein [Cicer arietinum] 
388232 

10289JL.R1084 

LIB3432-034-P2-K1-E7 

BLASTX 

g4056456 

214 

5.0e-17 

60 
68 

(AC005990) Strong similarity to gb_U20808 auxin-induced 
protein from Vigna radiata and a member of the zinc-binding 
dehydrogenase family PF_00107. ESTs gb_T43674, gb_H77006 
and gb_AA39517 9 come from this gene. [Arabidopsis thaliana] 

388233 

10291_1.R1084 

uC-osflm202106e01bl 

BLASTX 

g4874301 

689 

2.0e-72 

171 

81 

(AC006053) proton-ATPase-like protein [Arabidopsis 
thaliana] 

388234 

10306_1.R1084 

uC-osflcypl54g09bl 

BLASTX 

g3024871 

443 

2.0e-43 

248 
41 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_100157 9_dbj_BAA10206_ (D64000) ABCl-like [Synechocystis 
sp. ] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



388235 

10321_1.R1084 

LIB34 32-034-P2-K1-H6 

BLASTX 



49268 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



g4895183 
520 

1.0e-52 

175 

57 

(AC007 661) hypothetical protein [Arabidopsis thaliana] 
388236 

10326_1.R1084 

LIB3432-047-P2-K11-A11 

BLASTX 

g480618 

256 

8.0e-22 

151 

47 

ATAF1 protein - Arabidopsis thaliana (fragment) 
>gi_1345506_emb_CAA52771_ (X74755) ATAF1 [Arabidopsis 
thaliana] 

388237 

10339JL.R1084 

LIB3432-010-P1-K1-G5 

BLASTN 

g3869069 

45 

2.0e-15 

334 
81 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence 

388238 

10341_1.R1084 

LIB3432-047-P2-K11-B6 

BLASTX 

gll74867 

308 

7.0e-28 

72 

75 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX UBIQUINONE-BINDING 
PROTEIN QP-C (UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 8.2 
KD PROTEIN) >gi_633687__emb_CAA558 62_ (X79275) 
ubiquinol — cytochrome c reductase [Solanum tuberosum] 

>gi_1094 912_prf 2107179A cytochrome c 

oxidase: SUBUNIT=8.2kD [Solanum tuberosum] 

388239 

10342JL.R1084 
LIB3432-047-P2-K11-B8 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 



388240 

10346_1.R1084 
g2428954 
BLASTX 
g3128218 



49269 




BLAST score 


483 


E value 


2.0e-48 


Match length 


127 


% identity 


70 


NCBI Description 


(AC004077) putative end!3 protein [Arabidopsis thaliana] 


Seq. No. 


388241 


Contig ID 


10347 1.R1084 


5 1 -most EST 


LIB34 32-04 7-P2-K11-C12 


Method 


BLASTX 


NCBI GI 


g4539454 


BLAST score 


215 


E value 


1.0e-22 


Match length 


105 


% identity 


50 


NCBI Description 


(AL049500) contains EST gb:AA728416 [Arabidopsis thaliana; 


Seq. No. 


388242 


Contig ID 


10349 1.R1084 


5* -most EST 


g3763190 


Method 


BLASTX 


NCBI GI 


g4586253 


BLAST score 


332 


E value 


7 . Oe-31 


Match length 


81 


% identity 


72 


NCBI Description 


(AL04 9640) auxilin-like protein [Arabidopsis thaliana] 


Sea. No. 


388243 


Contig ID 


10350 1.R1084 


5 ! -most EST 


LIB34 32-032 -P2-K1-A2 


Seq. No. 


388244 


Contig ID 


10352 1.R1084 


5 1 -most EST 


LIB3432-047-P2-K11-C7 


Method 


BLASTX 


NCBI GI 


g5931653 


BLAST score 


406 


E value 


2.0e-39 


Match length 


218 


% identity 


44 


NCBI Description 


(AJ011628) squamosa promoter binding protein-like 1 




[Arabidopsis thaliana] 


Seq. No. 


388245 


Contig ID 


10357 1.R1084 


5' -most EST 


uC-osf Icypl7 0a01bl 


Seq. No. 


388246 


Contig ID 


10360 1.R1084 


5' -most EST 


g3760380 


Method 


BLASTX 


NCBI GI 


gl808686 


BLAST score 


166 


E value 


4.0e-ll 


Match length 


160 


% identity 


39 



49270 



NCBI Description 



(Y10783) hypothetical protein [Sporobolus stapfianus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388247 

10362JL.R1084 

uC-osflcypl79bllbl 

BLASTX 

g4185513 

248 

2.0e-30 

92 
71 

(AF102823) actin depolymerizing factor 5 [Arabidopsis 
thaliana] >gi_4185517 (AF102825) actin depolymerizing 
factor 5 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388248 

10367_1.R1084 

LIB3432-047-P2-K11-E1 

BLASTX 

g3876299 

173 

3.0e-12 

79 
46 

(Z71180) similar to BPTI/KUNITZ inhibitor domain; cDNA EST 
EMBL:D68293 comes from this gene; cDNA EST yk448h4.5 comes 
from this gene; cDNA EST yk24 9e6.5 comes from this gene; 
cDNA EST yk448h4*3 comes from this gene [Caenorhabdi . . . 
>gi_3880760_emb_CAA16311.1_ (AL021474) similar to 
BPTI/KUNITZ inhibitor domain; cDNA EST EMBL:D68293 comes 
from this gene; cDNA EST yk4 48h4.5 comes from this gene; 
cDNA EST yk24 9e6.5 comes from this gene; cDNA EST yk4 48h4.: 
comes from this gene [Caenorh 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388249 

10374JL.R1084 

uC-osflcyp073hl2bl 

BLASTX 

g3319776 

734 

4.0e-86 

171 

87 

(AJ007665) seryl-tRNA synthetase [Zea mays] 
388250 

10382_1.R1084 

g2799158 

BLASTX 

g4519539 

322 

2.0e-29 

107 
61 

(ABO 1625 6) NAD-dependent sorbitol dehydrogenase [Malus 
domestical 



49271 



€1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388251 

10382_2.R1084 

g2799162 

BLASTX 

g4519539 

327 

4 .Oe-30 

85 
75 

(AB016256) NAD-dependent sorbitol dehydrogenase [Malus 
domestica] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388252 

10382__3.R1084 

uC-osflM202070c01al 

BLASTX 

g4519539 

585 

1.0e-90 

244 
70 

(AB016256) NAD-dependent sorbitol dehydrogenase [Malus 
domestica] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388253 

10383JL.R1084 

LIB3432-047-P2-K11-F4 

BLASTX 

g4503521 

436 

8.0e-43 

146 

58 

murine mammary tumor integration site 6 (oncogene homolog) 
>gi_2498490_sp_Q64252_INT6_MOUSE VIRAL INTEGRATION SITE 
PROTEIN INT-6 >gi_2114363 (U62962) similar to mouse Int-6 

[Homo sapiens] >gi_2351382 (U54562) eIF3-p48 [Homo sapiens] 
>gi_2688818 (U85947) Int-6 [Homo sapiens] >gi_2695701 

(U94175) mammary tumor-associated protein INT6 [Homo 
sapiens] 

388254 

10383_2.R1084 

g4716113 

BLASTX 

g4503521 

275 

5.0e-24 
91 

58 

murine mammary tumor integration site 6 (oncogene homolog) 
>gi_2498490_sp_Q64252_INT6_MOUSE VIRAL INTEGRATION SITE 
PROTEIN INT-6 >gi_2114363 (U62962) similar to mouse Int-6 
[Homo sapiens] >gi_2351382 (U54562) eIF3-p48 [Homo sapiens] 
>gi_2688818 (U85947) Int-6 [Homo sapiens] >gi_2695701 
(U94175) mammary tumor-associated protein INT6 [Homo 
sapiens] 



49272 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388255 

10385JL.R1084 
LIB3477-008-P1-K1-D8 

388256 

10387_1.R1084 

LIB34 32-04 7-P2-K11-F9 

BLASTX 

g6056418 

520 

9.0e-53 
139 
68 

(AC009525) 
thaliana] 



Similar to beta-glucosidases [Arabidopsis 



^ Seq. No. 

u jL Contig ID 

^ 5 1 -most EST 

yl Method 

m NCBI GI 

J* BLAST score 

E value 

%=sf Match length 

^3 % identity 

0! NCBI Description 

s 

Seq. No. 

Contig ID 
^ 5 1 -most EST 

Method 
tl NCBI GI 

p BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Method 



388257 

10389_1.R1084 

g4879702 

BLASTX 

g6017123 

250 

4.0e-30 

114 

72 

(AC009895) unknown protein [Arabidopsis thaliana] 
388258 

10390_1.R1084 

uC-osflm202110dllbl 

BLASTX 

g2252847 

336 

4.0e-31 

110 
60 

(AF013293) No definition line found [Arabidopsis thaliana] 
>gi_6049889_gb_AAF02804.1_AF195115_24 (AF195115) weak 
similarity to phthalate permease family [Arabidopsis 
thaliana] 

388259 

10400_1.R1084 

g4968741 

BLASTX 

g3452497 

753 

5.0e-80 

218 
70 

(Y17796) ketol-acid reductoisomerase [Pisum sativum] 
388260 

10403JL.R1084 

LIB3432-047-P2-K11-H6 

BLASTX 



49273 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl657851 
278 

4.0e-24 

82 

32 

(U73214) cold acclimation protein WCOR518 [Triticum 
aestivum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



388261 

10404_1.R1084 

LIB3432-047-P2-K11-H8 

BLASTX 

g4539295 

461 

7.0e-46 

178 
67 

(AL049480) putative protein [Arabidopsis thaliana] 
388262 

10407_1.R1084 
g701404 

388263 

10410_1.R1084 

LIB34 32-007-P1-K1-H10 

BLASTX 

g4455256 

787 

1.0e-83 

179 

78 

(AL035523) protein-methionine-S-oxide reductase 
[Arabidopsis thaliana] 

388264 

10414_1.R1084 

LIB3432-048-P2-K1-A9 

BLASTN 

g5042437 

273 

1.0e-152 

318 
97 

Oryza sativa BAC T4 9B20 genomic sequence, complete sequence 
388265 

10421JL. R1084 
LIB3432-048-P2-K1-B4 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



388266 

10431_1.R1084 

LIB3432-048-P2-K1-C3 

BLASTN 

gl256198 

156 

4 .Oe-82 



49274 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



172 
98 

Rice transposon Tnr3 DNA, complete sequence 
388267 

10436_1.R1084 
uC-osflcyp032e01bl 



Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388268 

10437_1.R1084 

LIB3432-04 8-P2-K1-D1 

BLASTX 

g4103635 

212 

1.0e-16 

73 
53 

(AF026538) ABA-responsive protein [Hordeum vulgare] 
388269 

10443_1.R1084 

LIB3434-033-P1-K1-B4 

BLASTX 

g4469011 

459 

2.0e-45 

131 

68 

(AL035602) carbohydrate kinase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388270 

10446JL.R1084 

LIB34 32-04 8-P2-K1-D7 

BLASTX 

g3335365 

195 

9.0e-21 

89 
66 

(AC003028) high affinity calcium antiporter [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -mo st EST 



388271 

10447_1.R1084 
LIB3432-048-P2-K1-D8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388272 

10453_1.R1084 

g2312580 

BLASTX 

g4539335 

458 

8.0e-47 

158 

58 

(AL035539) putative protein [Arabidopsis thaliana] 



49275 



0 



Seq. No. 


388273 


Contig ID 


10454 1.R1084 


5 T -most EST 


LIB3434-019-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3786009 


BLAST score 


1105 


E value 


1.0e-121 


Match length 


359 


% identity 


63 


NCBI Description 


(AC005499) unknown p; 


Seq. No. 


388274 


Contig ID 


10455 1.R1084 


5' -most EST 


LIB34 32-04 8-P2-K1-E4 


Method 


BLASTX 


NCBI GI 


g3024871 


BLAST score 


240 


E value 


8.0e-20 


Match length 


127 


% identity 


38 


NCBI Description 


HYPOTHETICAL 77.3 KD 



>gi_l 00157 9_db j _BAA1 0 2 0 6_ 
sp.] 



(D64000) ABCl-like [Synechocystis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



388275 

10475_1.R1084 

uC-osflcyp009e03bl 

BLASTX 

gl438883 

864 

9.0e-93 

257 
64 

(U43840) GmCK3p [Glycine max] 
388276 

10482_1.R1084 

g3107617 

BLASTX 

g2832898 

414 

3.0e-40 

134 

63 

(AJ000886) Tetrafunctional protein of glyoxysomal fatty 
acid beta-oxidation [Brassica napus] 

388277 

10482_2.R1084 

uC-osflcyp061f09bl 

BLASTX 

g2832898 

333 

6.0e-31 

84 
71 



49276 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 



(AJ000886) Tetrafunctional protein of glyoxysomal fatty 
acid beta-oxidation [Brassica napus] 

388278 

10483_1.R1084 

g428049 

BLASTX 

g4678941 

319 

2.0e-29 

145 

48 

(AL04 9711) gamma response I protein [Arabidopsis thaliana] 
388279 

10487JL.R1084 
LIB3432-048-P2-K1-H3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388280 

10494_1.R1084 

LIB3432-059-P1-K1-A12 

BLASTN 

g5730046 

35 

1.0e-09 

37 
64 

Homo sapiens solute carrier family 17 (sodium phosphate), 
member 3 (SLC17A3) mRNA >gi_2062691_gb_U90545_HSU90545 
Human sodium phosphate transporter (NPT4) mRNA, complete 
cds 



Seq. No. 
Contig ID 
5' -most EST 



388281 

10494_2.R1084 
uC-osflM202066dl0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



.R1084 

-048-P1-K1-F3 



388282 
10505_1. 
LIB3434- 
BLASTX 
gl419088 
388 

4.0e-37 

83 
77 

(Z71395) calreticulin [Nicotiana plumbaginif olia] 
388283 

10509_1.R1084 
g4714841 

388284 

10521_1.R1084 

g568663 
BLASTX 
g2388911 
380 



49277 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-36 

144 

49 

(Z98974) hypothetical PSUl-like protein 
[Schizosaccharomyces pombe] 

388285 

10522JL.R1084 
g569941 

388286 

10546_1.R1084 

uC-osflm202099d04bl 

BLASTX 

g2984005 

300 

6.0e-37 

178 
48 

(AE000750) ATPase subunit of ATP-dependent protease 
[Aquifex aeolicus] 

388287 

10547JL.R1084 

g2312483 

BLASTX 

gl652649 

337 

2.0e-35 

130 
60 

(D90907) hypothetical protein [Synechocystis sp.] 
388288 

10551_1.R1084 

g5455383 

BLASTX 

g4006872 

448 

2.0e-58 

175 
66 

(Z99707) methionyl aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388289 

10556_1.R1084 

g4715726 

BLASTX 

g3834303 

291 

6.0e-26 

146 

49 

(AC005679) F9K20. 



3 [Arabidopsis thaliana] 



Seq. No. 



388290 



49278 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



10557_1.R1084 

uC-osrocyp013fl2bl 

BLASTX 

gl416514 

395 

5.0e-38 

99 

75 

(D63168) CTPrphosphocholine cytidylyltransf erase [Brassica 
napus] 

388291 

10569_1.R1084 

g5005279 

BLASTX 

gl34022 

350 

3.0e-33 

72 
99 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S8 >gi_70914_pir R3R28 

ribosomal protein S8 - .rice chloroplast 
>gi_12022_emb_CAA33931_ (X15901) ribosomal protein S8 

[Oryza sativa] >gi_226643_prf 1603356BT ribosomal protein 

S8 [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388292 
10573_1 
LIB3432 
BLASTX 
g2281115 
772 

5.0e-82 

225 

68 

(AC002330) 
thaliana] 



R1084 
059-P1- 



K1-H7 



putative cullin-like 1 protein [Arabidopsis 



Seq. No. 

Contig ID 
5' -most EST 



388293 

10584_1.R1084 
LIB3432-060-P1-K1-A6 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388294 

10591__1.R1084 
g3761798 

388295 

10591_2.R1084 

LIB34 32-012-P1-K1-E8 

BLASTX 

g4836881 

792 

2.0e-84 

225 

69 

(AC007260) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



49279 



II 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388296 

10594JL.R1084 

g428590 

BLASTX 

g3341443 

341 

2.0e-31 

218 
29 

(AJ223074) acid phosphatase 



[Glycine max] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388297 

10605_1.R1084 

LIB3434-047-P1-K1-G1 

BLASTX 

g445612 

485 

2.0e-48 

121 

77 

ribosomal protein S19 
388298 

10605_2.R1084 

LIB3477-003-P1-K1-C11 

BLASTX 

g445612 

544 

2.0e-55 

121 

85 

ribosomal protein S19 
388299 

10605_3.R1084 

LIB3432-060-P1-K1-C8 

BLASTX 

g445612 

533 

4.0e-54 

116 

86 

ribosomal protein SI 9 



[Solanum tuberosum] 



[Solanum tuberosum] 



[Solanum tuberosum] 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388300 

10611_1.R1084 

g3759819 
BLASTX 
g4217999 
712 

6.0e-75 

183 

72 

(AC006135) 
(ubiquitin 



putative ubiquitin — protein ligase 
conjugating enzyme) [Arabidopsis thaliana] 



49280 



ft 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388301 

10616_1.R1084 

LIB347 4-008-P1-K1-C9 

BLASTX 

g5042435 

467 

3.0e-84 

221 

67 

(AC006193) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388302 

10616_2.R1084 

g4878593 

BLASTX 

g5042435 

371 

8.0e-68 

171 

71 

(AC006193) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388303 

10619_1.R1084 

g5005515 

BLASTX 

g732003 

212 

2.0e-16 

150 
39 

OUTER MEMBRANE LIPOPROTEIN BLC PRECURSOR 

>gi_2125977_pir 184534 outer membrane lipoprotein - 

Escherichia coli >gi_536993 (U14003) ORF_fl77 [Escherichia 
coli] >gi_717134 (U21726) lipocalin precursor [Escherichia 
coli] >gi_1790592 (AE000487) outer membrane lipoprotein 
(lipocalin) [Escherichia coli] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388304 

10634JL.R1084 

uC-osroM202008a02al 

BLASTX 

g6006853 

374 

1.0e-62 

178 
69 

(AC009540) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



388305 

10634_2.R1084 

LIB3432-042-P2-K1-H4 

BLASTX 

g6006853 

472 

3.0e-47 
126 



49281 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 r -most EST 



69 

(AC009540) unknown protein [Arabidopsis thaliana] 
388306 

10638_1.R1084 
LIB3432-060-P1-K1-G1 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



388307 

10639_1-R1084 

g2311868 

388308 

10643_1.R1084 

uC-osflcyp029c06bl 

BLASTX 

g2388564 

231 

8.0e-19 

221 
31 

(AC000098) ESTs gb_AA042402 / gb_ATTS1380 
gene. [Arabidopsis thaliana] 



come from this 



388309 

10646_1.R1084 

LIB3432-028-P1-K1-H3 

BLASTX 

g4850271 

598 

7.0e-62 

202 
62 

(AJ238244) putative high affinity sulfate transporter 
[Aegilops tauschii] 

388310 

10664JL.R1084 
g287214 

388311 

10668_1.R1084 

LIB3432-005-P1-K1-A5 

BLASTX 

g4006910 

488 

1.0e-48 

178 

55 

(Z99708) putative protein [Arabidopsis thaliana] 
388312 

10672_1.R1084 

uC-osflM20208 9bl2bl 

BLASTX 

g82264 

1197 

1.0e-132 



49282 



Match length 

% identity 

NCBI Description 



250 
90 

ubiquinol — cytochrome-c reductase (EC 1.10.2.2) cytochrome 

cl precursor (clone pC(l)8I) - potato (fragment) 

>gi_4 9878 9_emb_CAA56109_ (X79597) cytochrome cl [Solanum 

tuberosum] 



Seq. No. 
Contig ID 
5 ! -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388313 

10673_1.R1084 
g2796421 

388314 

10675_1.R1084 

uC-osflcyp088bllbl 

BLASTX 

g2739044 

666 

1.0e-69 

185 
68 

(AF024 651) polyphosphoinositide binding protein Sshlp 
[Glycine max] 

388315 

10677_1.R1084 

LIB3432-005-P1-K1-B4 

BLASTX 

g2586083 

182 

2.0e-13 

121 

37 

(U72725) receptor kinase-like protein [Oryza 
longistaminata] 

388316 

10681_1.R1084 

g2312687 

BLASTX 

g951427 

538 

6.0e-71 

160 
83 

(M59857) stearoyl-acyl-carrier protein desaturase [Ricinus 
communis] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



388317 

10685_1.R1084 
g428306 

388318 

10689_1.R1084 

LIB34 32-005-P1-K1-C5 

BLASTX 

g2499924 

329 



49283 



E value 
Match length 
% identity 
NCBI Description 



2.0e-30 

159 

42 

POLYPEPTIDE DEFORMYLASE (PDF) (FORMYLMETHIONINE 
DEFORMYLASE) >gi_1652560_dbj_BAA17 481_ (D90906) polypeptide 
deformylase [Synechocystis sp.] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388319 

10694JL.R1084 

LIB3432-005-P1-K1-D10 

BLASTX 

g4539452 

494 

8.0e-50 

124 

68 

(AL04 9500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



388320 

10695_1.R1084 

LIB3432-005-P1-K1-D11 

BLASTX 

g2702281 



DT ACT 1 o/^^vo 


you 


E value 




ixiaL.cn ±engun 


no 


% identity 


38 


NCBI Description 


(AC003033) putative protein 




[Arabidopsis thaliana] 


Seq. No. 


388321 


Contig ID 


10698 1.R1084 


5 '-most EST 


g4879912 


Method 


BLASTX 


NCBI GI 


g5080769 


BLAST score 


164 


E value 


7.0e-ll 


Match length 


68 


% identity 


53 


NCBI Description 


(AC007576) Unknown protein 


Seq. No. 


388322 


Contig ID 


10707 1.R1084 


5 '-most EST 


LIB3433-019-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl001355 


BLAST score 


297 


E value 


5.0e-53 


Match length 


315 


% identity 


44 


NCBI Description 


(D64006) auxin-induced prob 


Seq. No. 


388323 


Contig ID 


10716 1.R1084 


5' -most EST 


LIB3432-005-P1-K1-F10 


Method 


BLASTX 



49284 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -mo st EST 
Method 
NCBI GI 
BLAST score 



g3548803 
404 

9.0e-62 

223 

68 

(AC005313) putative DNA-binding protein [Arabidopsis 
thaliana] >gi_4335770_gb_AAD17447_ (AC006284) putative 
SMUBP-2 [mouse] DNA-binding protein [Arabidopsis thaliana] 

388324 

10719_1.R1084 

LIB3433-007-Q6-K1-H2 

BLASTX 

g2832633 

533 

1.0e-104 

207 

92 

(AL021711) putative protein [Arabidopsis thaliana] 
388325 

10723_1.R1084 

uC-osflcypl72f02bl 

BLASTX 

g2129927 

533 

1.0e-108 

248 

77 

zeta-carotene desaturase .precursor - pepper 
>gi_1176437_bbs_171885 zeta-carotene desaturase, 
CapZDS=phytoene desaturase homolog [Capsicum annuum, early 
ripening fruit, Peptide, 588 aa] 

>gi_6006401_emb_CAA61985.1_ (X89897) zeta-carotene 
/neurosporene dehydrogenase (desaturase) [Capsicum annuum] 

388326 

10726_2.R1084 

LIB3432-005-P1-K1-G11 

BLASTX 

gll69198 

195 

7.0e-15 

69 
58 

DNA- DAMAGE - RE PAI R/ TOLERAT I ON PROTEIN DRT101 PRECURSOR 

>gi_47 9738_pir S35270 hypothetical protein - Arabidopsis 

thaliana >gi_166926 (L11367) [Arabidopsis thaliana 
unidentified mRNA sequence, complete cds . ] , gene product 
[Arabidopsis thaliana] 

388327 

10742_1.R1084 

LIB3432-005-P1-K1-H9 

BLASTN 

g5852170 

360 



49285 



E value 
Match length 
% identity 
NCBI Description 



0.0e+00 

387 

98 

Oryza sativa indica (GLA4) genomic DNA, chromosome 4, BAC 
clone:tl7804 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 



>R1084 

-005-P1-K1-H7 



388328 
10743JL 
LIB3432- 
BLASTX 
gl00294 
203 

8.0e-16 

46 
43 

ribonucleoprotein B, 29K - wood tobacco 

>gi_14135_emb_CAA43428_ (X61114) 29kD B ribonucleoprotein 
[Nicotiana sylvestris] 

388329 

10751_1.R1084 
LIB3432-006-P1-K1-A4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388330 

10759JL.R1084 

uC-osflcyp037e04bl 

BLASTX 

g5031275 

808 

3.0e-86 

202 
73 

(AF1394 96) unknown [Prunus armeniaca] 
388331 

10760_1.R1084 

LIB3432-006-P1-K1-B3 

BLASTX 

g2654870 

256 

7.0e-22 

55 

84 

(AF015302) RbohAOsp [Oryza sativa] 
388332 

10762JL.R1084 

LIB3477-002-P1-K1-G4 

BLASTX 

gl928991 

985 

1.0e-125 

326 

74 

(U92815) heat shock protein 70 precursor [Citrullus 
lanatus] 



49286 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST . 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



388333 

10770_1.R1084 

LIB3432-006-P1-K1-C4 

BLASTX 

g4566614 

504 

9.0e-54 

137 

78 

(AF112887) actin depolymerizing factor 
Populus tremula] 



[Populus alba x 



388334 

10774_1.R1084 

uC-osflcyp081c01bl 

BLASTX 

g2443329 

611 

5.0e-63 

166 

70 

(D86122) Mei2-like protein [Arabidopsis thaliana] 
388335 

10776_1.R1084 
g5607473 

388336 

10779_1.R1084 

g701900 

BLASTX 

g4582787 

1168 

1.0e-128 

231 
96 

(AJ012281) adenosine kinase [Zea mays] 
388337 

10780_1.R1084 
LIB3432-006-P1-K1-D2 

388338 

10793_1.R1084 

g2431343 

BLASTX 

g3831441 

188 

5.0e-14 

95 

53 

(AC005819) hypothetical protein [Arabidopsis thaliana] 
388339 

10810_1.R1084 

LIB34 32-006-P1-K1-G1 

BLASTX 



49287 



NCBI GI 


g4512432 


BLAST score 


163 


E value 


6.0e-ll 


Mai-ch 1 enath 


62 


% identity 


56 


NPRT Descriot' i on 


(AB017508} rnlO homoloaue fidentitv of 84% to B subtilis 




[Bacillus halodurans] 


Sea No 


388340 


Contig ID 


10816 1.R1084 


5' -most EST 


uC-osf Icypl52e04bl 


Method 


BLASTX 


NCBI GI 


g3928543 


BLAST score 


156 


E value 


4 .Oe-10 


Match length 


116 


% identity 


34 


NCBI Description 


(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 




thaliana] 


Seq. No. 


388341 


Contia ID 


10816 2 R1084 


5 T -most EST 


uC-osf lM202068e06bl 


Seq. No. 


388342 


Contig ID 


10825 1.R1084 


5 1 -most EST 


g4879227 


Method 


BLASTX 


NCBI GI 


g4895249 




612 


E value 


3 . Oe-75 


Mafrh 1 pnefhh 


200 


% -i Hpni - i f v 

O JL V-^C X 1 ^ X L_ y 


64 


NCBI Description 


(AC007 659) unknown protein [Arabidopsis thaliana] 


Sea. No. 


388343 


Contig ID 


10827 1.R1084 


5 1 -most EST 


LIB34 32-036-P2-K1-A2 


Method 


BLASTX 


NCBI GI 


g4981935 


BLAST score 


251 


F! 1 lie 


5 Oe-21 


Match length 


187 


@r i Hpn t "i tv 


33 


NCBI Description 


(AE001791) DhosDhocrl vrerat e Tnufase rThermotoaa m a r"i t "i ma 1 


Sea No 


388344 


Contig ID 


10832 1 R1084 


5 1 -most EST 


g2310010 


Method 


BLASTX 


NCBI GI 


g3319340 


BLAST score 


657 


F! ~KTZ\ 1 HP 
J_j V d _L LiC 


? Op-68 


Match length 


206 


% identity 


62 


NCBI Description 


(AF077407) contains similarity to E. coli cation transport 




protein ChaC (GB:D90756) [Arabidopsis thaliana] 




49288 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. . No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



388345 

10836JL.R1084 
uC-osflcyp029e09bl 

388346 

10838J..R1084 
LIB3432-007-P1-K1-A3 

388347 

10839_1.R1084 

g427236 

BLASTN 

g3925236 

69 

7.0e-30 

241 

90 

Zea mays 6-phosphogluconate dehydrogenase gene, partial cds 
388348 

10840_1.R1084 
LIB3479-001-Q6-K1-F9 

388349 

10844_1.R1084 

LIB34 32-027-P1-K1-B11 

388350 

10855_1.R1084 

uC-osroM202034g06bl 

BLASTX 

g2244865 

156 

4.0e-10 

128 
38 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
388351 

10865_1.R1084 

uC-osflcyp065b07bl 

BLASTX 

g4538959 

426 

1.0e-41 

102 
75 

(AL04 9488) putative protein [Arabidopsis thaliana] 
388352 

10871JL.R1084 
uC-osflcypl59f05bl 

388353 

10871_2.R1084 
uC-osrocyp013d09bl 



49289 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g559330 

189 

5.0e-14 

169 
34 

(D38521) 



The ha0919 gene product is novel. [Homo sapiens] 



388354 

10880JL.R1084 

LIB3434-034-P1-K1-F11 

BLASTX 

g3980378 

397 

2.0e-38 

154 

52 

(AC004561) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



388355 

10882_1.R1084 
LIB3434-015-P1-K1-C3 



Seq. No. 
Contig ID 
5' -most EST 



388356 

10883_1.R1084 
LIB3432-007-P1-K1-E9 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



388357 

10888_1.R1084 

LIB3432-022-P1-K1-G6 

BLASTX 

g3786001 

527 

1.0e-53 

123 

76 

(AC0054 99) unknown protein [Arabidopsis thaliana] 
388358 

10898_1.R1084 

LIB3432-007-P1-K1-G12 

BLASTX 

g5911167 

431 

3.0e-42 

159 

52 

(AF136221) putative transposase protein [Zea mays] 
388359 

10909_2.R1084 
g4880374 

388360 

10910_1.R1084 

LIB34 34-010-P1-K1-A12 



49290 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl805654 

613 

2.0e-63 

217 
55 

(X99972) calmodulin-stimulated calcium-ATPase [Brassica 
oleracea] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388361 

10912_1.R1084 

uC-osflcyp021d07fol 

BLASTN 

g5902191 

40 

8.0e-13 

110 

89 

Genomic sequence for Arabidopsis thaliana BAC F12M16 from 
chromosome I, complete sequence 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388362 

10918JL.R1084 

LIB3432-008-P1-K1-A11 

BLASTX 

g2190543 

513 

1.0e-51 

252 
49 

(AC001229) EST gb_N37484 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388363 

10924_1.R1084 

uC-osflcypl73cl2bl 

BLASTX 

g4454472 

439 

7.0e-43 

175 

55 

(AC006234) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



388364 

10924_3.R1084 
uC-osflcyp098a09al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



388365 

10926_1.R1084 

g2309936 

BLASTX 

g 4741844 

420 

4.0e-86 

196 

92 



49291 



NCBI Description (AF112964) small GTP-binding protein [Triticum aestivum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



388366 

10932J..R1084 

LIB3432-008-P1-K1-B6 

BLASTX 

g3075391 

482 

7.0e-79 

306 

58 

(AC004484) unknown protein [Arabidopsis thaliana] 
388367 

10939_1.R1084 

gl631600 
BLASTX 
g3269293 
572 

1.0e-58 

181 
61 

(AL030978) putative protein [Arabidopsis thaliana] 
388368 

10940JL.R1084 

g2431522 

BLASTX 

g4678376 

333 

1.0e-30 

70 
89 

(AL04 9656) putative protein [Arabidopsis thaliana] 
388369 

10942_1.R1084 

LIB3433-021-P1-K1-E11 

BLASTX 

g584892 

807 

2.0e-86 

147 

99 

SERINE CARBOX Y PE P T I DAS E I PRECURSOR (CARBOXY PEPTIDASE C) 
>gi 629805 pir S43516 serine carboxypeptidase I - rice 
>gi_409580_dbj_BAA04 510_ (D17586) serine carboxypeptidase I 
[Oryza sativa] 

388370 

10946_1.R1084 

g2801291 

BLASTX 

g4972052 

168 

2.0e-12 

257 



4 92 92 



o 



% identity 


25 




NCBI Description 


(AL078470) putative protein [Arabidopsis 


thaliana] 


Seq. No. 


388371 




Contig ID 


10947 1.R1084 




5' -most EST 


LIB3432-008-P1-K1-C9 




Seq. No. 


388372 




Contig ID 


10962 1.R1084 




5' -most EST 


g569263 




Seq. No. 


388373 




Contig ID 


10963 1.R1084 




5 1 -most EST 


LIB3432-008-P1-K1-E6 




Method 


BLASTX 




NCBI GI 


g5360754 




BLAST score 


731 




E value 


2.0e-77 




Match length 


150 




% identity 


91 




NCBI Description 


(AB011441) glucose-6-phosphate dehydrogenase [Trit. 




aestivum] 




Seq. No. 


o O O -J l rl 




Contig ID 






5 T -most EST 






Method 


r>ij/iO J. A 




NCBI GI 






BLAST score 


D .7 O 




E value 


1 . Oe-72 




Match length 


420 




% identity 


41 




NCBI Description 


(AL035356) putative protein [Arabidopsis 


thaliana] 


Seq. No. 


388375 




Contig ID 


10968 3.R1084 




5 T -most EST 


LIB3474-009-P1-K1-C3 




Method 


BLASTX 




NCBI GI 


g4220521 




BLAST score 


234 




E value 


2.0e-19 




Match length 


89 




% identity 


46 




NCBI Description 


(AL035356) putative protein [Arabidopsis 


thaliana] 


Seq. No. 


388376 




Contig ID 


10972 1.R1084 




5 T -most EST 


LIB3479-004-Q6-K2-G7 




Seq. No. 


388377 




Contig ID 


10973 1.R1084 




5' -most EST 


LIB3432-008-P1-K1-F4 




Method 


BLASTX 




NCBI GI 


g4115379 




BLAST score 


280 




E value 


9.0e-25 




Match length 


141 





49293 



% identity 

NCBI Description 



45 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388378 

10973_2.R1084 

gl632003 

BLASTX 

g4115379 

197 

4.0e-15 

82 
50 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388379 
10978_ 
g28002 
BLASTX 
g57347 
159 

2.0e-l 

91 
33 

(AC008 
domain 
and gb 



1.R1084 
83 

20 

0 



075) Contains PF_01426 BAH (bromo-adjacent homology) 
ESTs gb_N96349, gb_T42710, gb_H77084, gb_AA395147 
AA605500 come from this gene. [Arabidopsis thaliana] 



388380 

10981_1.R1084 

LIB3432-008-P1-K1-G11 

BLASTX 

g4467359 

455 

4.0e-45 

196 
50 

(AJ002685) 
thaliana] 



Phosphatidylinositol 4-kinase [Arabidopsis 



Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 
5' -most EST 



388381 

10982_1.R1084 
g701853 

388382 

10987_1.R1084 
LIB3432-008-P1-K1-G6 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



388383 

10994_1.R1084 

uC-osroM202016al2bl 

BLASTX 

g4467145 

315 

7.0e-29 
119 



49294 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 f -most EST 



52 

(AL035540) f arnesylated protein (ATFP6) [Arabidopsis 
thaliana] 

388384 

10996_1.R1084 
g5667609 

388385 

10998_1.R1084 
LIB3432-009-P1-K1-A1 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388386 

10999_1.R1084 

uC-osrocyp012h07bl 

BLASTX 

g3757522 

568 

3.0e-58 

155 

79 

(AC005167) putative splicing factor [Arabidopsis thaliana] 
388387 

11000_1.R1084 

LIB3432-009-P1-K1-A11 

BLASTX 

g5731763 

250 

3.0e-21 

92 
60 

(X92419) SNAP25A protein [Arabidopsis thaliana] 
>gi_57317 64_emb_CAB52583.1_ (X92420) SNAP 2 SAB protein 
[Arabidopsis thaliana] 



Seq. No. 


388388 


Contig ID 


11001 1.R1084 


5' -most EST 


LIB3432-009-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3367594 


BLAST score 


194 


E value 


2.0e-14 


Match length 


70 


% identity 


53 


NCBI Description 


(AL031135) putative ; 


Seq. No. 


388389 


Contig ID 


11016 1.R1084 


5 '-most EST 


LIB34 32-009-P1-K1-B6 


Method 


BLASTN 


NCBI GI 


g4680189 


BLAST score 


34 


E value 


2.0e-09 


Match length 


42 


% identity 


95 


NCBI Description 


Oryza sativa subsp. . 



indica putative dnaJ-like protein, 



49295 



putative myb-related protein, putative farnesyl 
pyrophosphate synthase, and hypothetical protein genes, 
complete cds 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388390 

11021JL.R1084 
uC-osrocyp028g06al 

388391 

11021_2.R1084 
uC-osrocyp028b07bl 

388392 

11021_4.R1084 

g3767074 

BLASTX 

g773414 

119 

1.0e-14 

44 

85 

(U23751) beta galactosidase [Cloning vector pBBRlMCS-2] 
>gi_833819 (U25059) LacZ alpha peptide [Cloning vector 
pBBRlMCS-3] >gi_833823 (U25060) LacZ alpha peptide [Cloning 
vector pBBRlMCS-4] >gi_833827 (U25061) LacZ alpha peptide 

[Cloning vector pBBRlMCS-5] 

388393 

11027_1.R1084 

LIB3432-009-P1-K1-C6 

BLASTX 

g4587572 

423 

4.0e-41 

134 

60 

(AC006550) Similar to gb_U70015 lysosomal trafficking 
regulator from Mus musculus and contains 2 PF_00400 WD40, 
G-beta repeats. ESTs gb_T43386 and gb_AA395236 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 



388394 

11028J..R1084 
g2442377 

388395 

11030JL.R1084 
LIB3434-037-P1-K1-C7 



Seq. No. 

Contig ID 
5 1 -most EST 



388396 

11033_1.R1084 
LIB3434-016-P1-K1-H1 



Seq. No. 

Contig ID 
5 '-most EST 



388397 

11034_1.R1084 
LIB3432-009-P1-K1-D12 



49296 



Seq. No. 


388398 


Contig ID 


11039 2.R1084 


5 '-most EST 


LIB3474-003-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3746067 


BLAST score 


612 


E value 


3.0e-63 


Match length 


166 


% identity 


72 


NCBI Description 


(AC005311) hypotheti< 


Seq. No. 


388399 


Contig ID 


11066 1.R1084 


5' -most EST 


LIB3432-009-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g549732 


BLAST score 


221 


E value 


1.0e-17 


Match length 


73 


% identity 


52 


NCBI Description 


HYPOTHETICAL 16.2 KD 



>gi_481110_pir S37791 hypothetical protein YKL160w - yeast 

(Saccharomyces cerevisiae) >gi_407488_emb_CAA814 94_ 
(Z26877) unknown [Saccharomyces cerevisiae] 
>gi_486279_emb_CAA82002_ (Z28160) ORF YKL160w 

[Saccharomyces cerevisiae] >gi_1582545_prf 2118404F ORF 

[Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388400 

11070_1.R1084 

LIB3432-009-P1-K1-H1 

BLASTX 

g2911052 

454 

7.0e-45 

134 

66 

(AL021961) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



388401 

11078_1.R1084 
g5771110 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388402 

11079_1.R1084 

LIB3432-009-P1-K1-H8 

BLASTX 

g4262140 

340 

8.0e-32 

118 

61 

(AC005275) putative C- 



type Ul snRNP [Arabidopsis thaliana] 



Seq, No. 

Contig ID 
5 '-most EST 



388403 

11081_1.R1084 
LIB3432-010-P1-K1-A1 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388404 

11091_1.R1084 

LIB3432-010-P1-K1-B11 

BLASTX 

g940288 

410 

1.0e-39 

151 

56 

(L43510) protein localized in the nucleoli of pea nuclei; 
ORF; putative [Pisum sativum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388405 

11092JL.R1084 

LIB3432-010-P1-K1-B12 

BLASTX 

g!778149 

443 

1.0e-43 

135 

64 

(U66404) phosphate/phosphoenolpyruvate translocator 
precursor [Zea mays] 

388406 

11098JL.R1084 

g2310428 

BLASTX 

g2970556 

393 

2.0e-37 

236 
40 

(AF04 9708) aspartokinase-homoserine dehydrogenase [Glycine 
max] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388407 

11099_1.R1084 
g3768015 

388408 

11106__1.R1084 

LIB34 32-010-P1-K1-C6 

BLASTX 

gl076668 

1186 

1.0e-130 

238 
93 

NADH dehydrogenase (EC 1.6.99.3) - potato 
>gi_639834_emb_CAA58823_ (X83999) NADH dehydrogenase 
[Solanum tuberosum] 



Seq. No. 
Contig ID 
5' -most EST 



388409 

11107_1.R1084 

LIB34 32-010-P1-K1-C7 



49298 



Seq. No. 

Contig ID 

5- T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388410 

11108_1.R1084 

g5667494 

BLASTX 

g4455256 

446 

7.0e-44 

149 
60 

(AL035523) protein-methionine-S-oxide reductase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



388411 

11111_1.R1084 
LIB3434-005-P1-K1-F3 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388412 

11117JL.R1084 

uC-osflcyp045h01bl 

BLASTX 

g2262105 

209 

1.0e-34 

188 
41 

(AC002343) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



388413 

11122_1.R1084 

g569618 

BLASTX 

g5231113 

116 

9.0e-14 

199 
36 

(AF141202) EIN2 [Arabidopsis thaliana] 
>gi_5231115_gb_AAD41077.1_AF141203_l (AF141203) EIN2 
[Arabidopsis thaliana] 

388414 

11124_1.R1084 

uC-osflcyp085d04bl 

BLASTX 

g2275199 

243 

1.0e-42 

217 
51 

(AC002337) hypothetical protein [Arabidopsis thaliana] 
388415 

11131_i.R1084 
uC-osf Icypl57c06al 



Seq. No. 



388416 



49299 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11137_1.R1084 

LIB3432-010-P1-K1-F3 

BLASTX 

g416564 

277 

2.0e-24 

78 

72 

ABCISIC ACID-INDUCIBLE PROTEIN KINASE 

>gi_422013_pir A4 6408 abscisic acid-inducible 

serine/ threonine protein kinase homolog - wheat (fragment) 
>gi_170664_gb_AAA96325.1_AAA96325 (M94726) protein kinase 
[Triticum aestivum] 
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Qpo; No 


388420 

j u u t L y 


Contig ID 


11156 1.R1084 


5' -most EST 


LIB3432-010-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4049342 


BLAST score 


331 


E value 


1.0e-30 


Match length 


163 


% identity 


17 


NCBI Description 


(AL034567) adenylate translocator (brittle-1 




[Arabidopsis thaliana] 


Seq. No. 


388421 


Contig ID 


11159 1.R1084 


5 '-most EST 


LIB3432-039-P1-K1-F8 


Method 


BLASTN 


NCBI GI 


g2264315 


BLAST score 


37 


E value 


5.0e-ll 


Match length 


129 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



-like protein 



PI clone: 



MRN17, complete sequence 



49300 



Seq. No. 
Contig ID 
5' -most EST 



388422 

11170JL.R1084 
LIB3432-011-P1-K1-A11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388423 

11173_1.R1084 

LIB3432-011-P1-K1-A3 

BLASTX 

g5596996 

971 

1.0e-105 

249 
77 

(Y14600) putative protein serine /threonine kinase [Sorghum 
bicolor ] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388424 

11174_1.R1084 

LIB3432-016-P1-K1-F11 

BLASTN 

g6015437 

37 

6.0e-ll 

37 
60 

Homo sapiens PEX1 mRNA, complete cds 
388425 

11174_2.R1084 
g2427558 

388426 

11179_1.R1084 

LIB3477-004-P1-K1-B11 

BLASTX 

g2117937 

2122 

0.0e+00 

468 

89 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
barley >gi_1212996_emb_CAA6268 9_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 

388427 

11179_2 .R1084 

g3763379 

BLASTX 

gl36739 

256 

6.0e-34 

92 

75 

UTP — GLUCOSE- 1 -PHOSPHATE URI DYLYLTRANS FERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 



49301 



pyrophosphorylase precursor [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388428 

11192_1.R1084 

LIB3433-050-P1-K1-F12 

BLASTX 

g3892056 

544 

2.0e-55 

124 
83 

(AC002330) putative vacuolar ATPase [Arabidopsis thaliana] 
388429 

11192_2.R1084 

LIB3432-011-P1-K1-C2 

BLASTX 

g3892056 

536 

1.0e-54 

126 
82 

(AC002330) putative vacuolar ATPase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388430 

11194J..R1084 

LIB3433-043-P1-K1-F3 

BLASTX 

g4960150 

296 

9.0e-40 

93 
95 

(AF153277) DNA-directed RNA polymerase Ila [Nicotiana 
tabacum] >gi_4 960152_gb_AAD34 614 . 1_AF153278_1 (AF153278) 
DNA-directed RNA polymerase lib [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



388431 

11197_1.R1084 

LIB3432-011-P1-K1-C7 

BLASTX 

g3851005 

253 

2.0e-21 

61 
84 

(AF069911) pyruvate dehydrogenase El alpha subunit [Zea 
mays] 

388432 

11197_2.R1084 

LIB3433-022-P1-K1-B5 

BLASTX 

gl709446 

672 

8.0e-77 

214 



49302 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



67 

PYRUVATE DEHYDROGENASE El COMPONENT ALPHA SUBUNIT, 

MITOCHONDRIAL PRECURSOR (PDHE1-A) >gi_2117 533_pir JC4358 

pyruvate dehydrogenase (lipoamide) (EC 1.2.4.1) complex El 
alpha chain - Arabidopsis thaliana mitochondrion >gi_710400 
(U21214) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

388433 

11204_1.R1084 

g2431209 
BLASTX 
g3738323 
400 

8.0e-39 

125 
57 

(AC005170) hypothetical protein [Arabidopsis thaliana] 
388434 

11206JL.R1084 

g454454 

BLASTX 

g4584358 

253 

1.0e-41 

135 

79 

(AC006420) unknown protein [Arabidopsis thaliana] 
388435 

11206_2.R1084 

g5002841 

BLASTX 

g4584358 

288 

1.0e-25 

102 
67 

(AC006420) unknown protein [Arabidopsis thaliana] 
388436 

11208_1.R1084 
LIB3432-011-P1-K1-D7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388437 

11210_1.R1084 

uC-osroM202026g05bl 

BLASTX 

g4038034 

322 

2.0e-29 

92 
68 

(AC005936) unknown protein [Arabidopsis thaliana] 



Seq. No. 



388438 



49303 



o 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



11211JLR1084 

LIB3432-011-P1-K1-E1 

BLASTX 

g2934902 

960 

1.0e-104 

213 
90 

(AF039304) cpSecY [Zea mays] 
388439 

11212_1.R1084 
uC-osflcyp067cl0al 

388440 

11214_1.R1084 
LIB3434-011-P1-K1-G8 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



388441 

11216JL.R1084 

uC-osflM202046f04bl 

BLASTX 

g4514655 

909 

1.0e-100 

266 
67 

(AB024058) IDS3 [Hordeum vulgare] 
388442 

11216J3. R1084 

uC-osflM202037a04bl 

BLASTX 

g520582 

353 

2.0e-33 

107 

59 

(D37796) Ids3 [Hordeum vulgare] 
388443 

11221_1.R1084 

g4716196 

BLASTX 

g2558660 

304 

2.0e-27 

139 

26 

(AC002354) No definition line found [Arabidopsis thaliana] 
388444 

11224_1.R1084 

uC-osflm202111d04bl 

BLASTX 

g4982509 

517 



49304 



0 





E value 


2.0e-52 




Match length 


141 




% identity 


76 




NCBI Description 


(AC000107) F17F8.15 [Arabidopsis thaliana] 




Seq. No. 


388445 




Contig ID 


11238 1.R1084 




5 1 -most EST 


LIB3432-02 6-P1-K1-D1 




Method 


BLAST N 




NCBI GI 


^ A CO f\ A OO 

g4 oo U 4 o o 




BLAST score 


204 




E value 


l.Oe-111 




Match length 


385 




% identity 


99 




NCBI Description 


Oryza sativa BAC clone 1.H19, complete sequence 




Seq. No. 


388446 




Contig ID 


11240 1.R1084 




5 '-most EST 


LIB34 32-011-P1-K1-G6 




Method 


BLASTX 


y * 


NCBI GI 


gioouuoo 




BLAST score 


283 


"5. 


E value 


1.0e-26 




Match length 


163 




% identity 


48 




NCBI Description 


(AC005396) unknown protein [Arabidopsis thaliana] 




Seq. No. 


388447 




Contig ID 


11240 2.R1084 




5' -mo st EST 


LIB3432-028-P1-K1-A12 




Method 


BLASTX 




NCBI GI 


g3650033 




BLAST score 


374 




E value 


1.0e-35 




Match length 


119 




% identity 


63 




NCBI Description 


(AC005396) unknown protein [Arabidopsis thaliana] 




Seq. No. 


388448 




Contig ID 


11246 1.R1084 




5' -most EST 


g2800879 




Method 


BLASTX 




NCBI GI 


g44ooolo 




BLAST score 


241 




E value 


4.0e-20 




Match length 


54 




% identity 


80 




NCBI Description 


(AL035601) putative protein [Arabidopsis thaliana^ 




Seq. No. 


388449 




Contig ID 


11249 1.R1084 




5' -most EST 


g5005353 




Seq. No. 


388450 




Contig ID 


11251 1.R1084 




5 '-most EST 


LIB3432-011-P1-K1-H7 



49305 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388451 

11253JL.R1084 
g2312616 

388452 

11253__2.R1084 

LIB34 32-011-P1-K1-H9 

388453 

11259_1.R1084 

g700912 

BLASTX 

g4220531 

161 

3-0e-10 

99 
41 

(AL035356) hypothetical protein [Arabidopsis thaliana] 
388454 

11260_1.R1084 

LIB3432-012-P1-K1-A4 

BLASTX 

g6016697 

488 

1.0e-74 

200 
73 

(AC009991) unknown protein [Arabidopsis thaliana] 
388455 

11262JL.R1084 
uC-osflcypll0a06al 

388456 

11264JL.R1084 

uC-osroM202037e09bl 

BLASTX 

g3702323 

767 

1.0e-106 

420 
52 

(AC005397) unknown protein [Arabidopsis thaliana] 



388457 

11273_1. R1084 

g427641 

BLASTX 

g3861189 

158 

2.0e-10 

54 

65 

(AJ235272) 50S 
prowazekii] 



RIBOSOMAL PROTEIN L14 (rplN) [Rickettsia 



49306 



to 



Seq. No. 
Contig ID 
5' -most EST 



388458 

11279_1.R1084 
LIB3432-012-P1-K1-C4 



Seq. No. 
Contig ID 
5' -most EST 



388459 

11284JL.R1084 
LIB3432-012-P1-K1-C9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



.R1084 

-012-P1-K1-E10 



388460 
11290JL. 
LIB3434- 
BLASTX 
g3256035 
614 

2.0e-63 

259 

48 

(Y14274) putative serine/threonine protein kinase [Sorghum 
bicolor] 

388461 

11300JL.R1084 
uC-osroM202019e08al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



388462 

11301JL.R1084 
g4715483 

388463 

11308JL.R1084 

LIB3432-012-P1-K1-E9 

BLASTN 

g6015437 

34 

2.0e-09 

34 

58 

Homo sapiens PEX1 mRNA, complete cds 
388464 

11310JL.R1084 

LIB3432-012-P1-K1-F11 

BLASTX 

gl877183 

178 

1.0e-12 

98 
39 

(Y11586) putative mitochondrial matrix protein 
[Chlamydomonas reinhardtii] 

388465 

11312_1.R1084 

g2799003 

BLASTX 

g4662632 

226 



49307 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-18 

60 
80 

(AC007267) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



388466 

11316_1.R1084 

LIB3432-012-P1-K1-F8 

BLASTX 

g3522929 

743 

9.0e-79 

151 

91 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

388467 

11323JL.R1084 

g4879503 

BLASTX 

g3786008 

205 

8.0e-16 

91 
48 

(AC005499) unknown protein [Arabidopsis thaliana] 
388468 

11331_1.R1084 

LIB34 32-012-P1-K1-H2 

BLASTX 

gl362055 

618 

4.0e-64 

168 

70 

phosphogluconate dehydrogenase (decarboxylating) (EC 
1.1.1.44) - alfalfa >gi_603221 (U18239) 6-phosphogluconate 
dehydrogenase [Medicago sativa subsp. sativa] 

388469 

11341_1.R1084 

LIB3432-013-P1-K1-A11 

BLASTX 

g4115949 

259 

2.0e-22 

114 
51 

(AF118223) contains similarity to adenosine deaminases 
[Arabidopsis thaliana] 

388470 

11343JL.R1084 

LIB34 32-013-P1-K1-A2 



49308 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2224663 

636 

5.0e-74 

288 
58 

(AB002359) 



KIAA0361 [Homo sapiens] 



.R1084 

-013-P1-K1-A4 



388471 
11345_1. 
LIB3432- 
BLASTX 
g4204294 
679 

3.0e-71 

210 

69 

(AC003027) lcl__prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



388472 

11350JL.R1084 

LIB3433-047-P1-K1-C6 

BLASTN 

g3821780 

35 

1.0e-09 

35 

59 

Xenopus laevis cDNA clone 27A6-1 
388473 

11373_1.R1084 

LIB34 32-013-P1-K1-C9 

BLASTX 

g5091620 

485 

1.0e-48 

188 

57 

(AC007454) Contains similarity to gi_836774 FAB1 protein 
from Saccharomyces cerevisiae genome gb_D50617. 
[Arabidopsis thaliana] 

388474 

11375_1.R1084 

uC-osflcypl71e09bl 

BLASTX 

g4895198 

161 

2.0e-10 

132 

35 

(AC007661) unknown protein [Arabidopsis thaliana] 
388475 

11381 1.R1084 



49309 



4) 



5' -most EST 


LIB3432-013-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g5669650 


BLAST score 


292 


E value 


3.0e-26 


Match length 


153 


% identity 


42 


NCBI Description 


(AF096260) ER66 protein [Lycopersicon esculentum] 


Seq. No. 


388476 


Contig ID 


11389 1.R1084 


5 '-most EST 


LIB3432-013-P1-K1-E4 


Seq. No. 


388477 


Contig ID 


11394 1.R1084 


5' -most EST 


LIB34 34-02 9-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2494041 


BLAST score 


518 


E value 


2 . Oe-52 


Match length 


208 


% identity 


51 


NCBI Description 


DIAMINOPIMELATE EPIMERASE (DAP EPIMERASE) 




>gi 1653875 dbj BAA18785 (D90917) diaminopimelate 




epimerase [Synechocystis sp.] 


Sea No 


388478 


Contig ID 


11394 2.R1084 


5' -most EST 


LIB3432-013-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2494041 


BLAST score 


211 


E value 


2 .Oe-16 


Match length 


83 


% identity 


48 


NCBI Description 


DIAMINOPIMELATE EPIMERASE (DAP EPIMERASE) 




>gi 1653875 dbj BAA18785 (D90917) diaminopimelate 




epimerase [Synechocystis sp.] 


Seq. No. 


388479 


Contig ID 


11397 1.R1084 


5 '-most EST 


uC-osf Icyp024el2bl 


Method 


BLASTX 


NCBI GI 


g4895186 


BLAST score 


465 


E value 


9.0e-56 


Match length 


162 


% identity 


64 


NCBI Description 


(AC007 661) putative growth regulator protein [Arabidop; 




thaliana] 


Seq. No. 


388480 


Contig ID 


11409 1.R1084 


5 '-most EST 


g2311579 


Method 


BLASTX 


NCBI GI 


gl085650 


BLAST score 


949 



49310 



E value 
Match length 
% identity 
NCBI Description 



1.0e-103 

214 

87 

aspartate transcarbomoylase - wheat >gi_688218_bbs_JL564 42 
aspartate carbamoyltransf erase {C-terminal} {EC 2.1.3.2} 
[Triticum aestivum=wheat , avalon, seedlings , Peptide 
Partial, 233 aa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388481 

11414_1.R1084 

LIB3432-013-P1-K1-G7 

BLASTX 

g3024363 

462 

6.0e-46 

125 

74 

PHENYLALANINE AMMONIA- LYASE >gi_1483610_emb_CAA68036__ 
(X99705) phenylalanine ammonia- lyase [Triticum aestivum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388482 

11419_1.R1084 

g4880880 

BLASTX 

g5257221 

689 

2.0e-72 

266 

53 

(AF117887) protein arginine methyl transf erase [Mus 
musculus] 



Seq. No. 

Contig ID 
5 '-most EST 



388483 

11426_1.R1084 

LIB34 32-04 3-P1-K1-A11 



Seq. No. 

Contig ID 
5' -most EST 



388484 

11429JL.R1084 

LIB34 32-014-P1-K1-A10 



Seq. No. 

Contig ID 
5 '-most EST 



388485 

11438JL.R1084 
g3763614 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388486 

11446JL.R1084 

LIB3432-014-P1-K1-B6 

BLASTX 

g5830788 

474 

2.0e-47 
136 
68 

(AL117188) 
thaliana] 



thioredoxin reductase (NADPH) 2 [Arabidopsis 



Seq. No. 



388487 



49311 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11451_1.R1084 

LIB3432-014-P1-K1-C10 

BLASTX 

g4204265 

632 

7.0e-66 

163 
67 

(AC005223) 45643 [Arabidopsis thaliana] 



JCU a IN \J • 


388488 




1 1 4 61 1 R1 084 


J ILLUO l_ JZiOJ. 


K-j *J \J \J f *J \J \J 




BLASTX 






BLAST score 


602 


E value 


7.0e-67 




J. \J _/ 


% identity 


7 c; 


NCBI Description 


^ il J_i UZlOOy j IN LyiUx. Ill Llllllt; vatic 




-p -u- -a rt-ryi Anf f 7\ v~ ^ V~\ i /H o 1 o 1" na 1 i ana 1 

irayinsnL i^i.QUJ-\j.<jy>iDXiD Liia.__ciiici j 


beq. no. 


o o o h o y 


contig id 


114uD 1.K1U0 4 


O IUOSC, HjOI 


t tr?aT9- m 4— pi -pel — 


Metnoa 


o It/to 1 A 




/-r9 ^ £Q7 

gz j oy / (dd 


BLAST score 


371 


E value 


3.0e-35 


LYiancn lengun 


7 £ 


% identity 


0 / 


NUtsi uescripi-ion 


f 7\ Tfi fl 1 "5 n il ^ "h wrio-l- H of* i ppl nrot"P"i n 
IHJUUl OU*i J IiypO Uiltr LlLal piULci.Il 


O fcr <J * IN w • 


^fi84 Q0 

-J O O *± -7 VJ 


contig id 


1 1 41 / 1 l.KlUOfl 


o -most _o l 


t ttjo /i "o"o _ n i / _pi _x.fi _nd 


riei.no a 


OJ_irlO I A 




a3927825 


BLAST score 


1545 


E value 


1.0e-172 


Match length 


342 


% identity 


85 


NCBI Description 


(AC005727) putative dTDP-glucosi 




[Arabidopsis thaliana] 


Seq. No. 


388491 


Contig ID 


11484 1.R1084 


5' -most EST 


uC-osrocyp030b09bl 


Method 


BLASTX 


NCBI GI 


gl351856 


BLAST score 


2568 


E value 


0.0e+00 


Match length 


551 


% identity 


90 



4 - 6-dehydrat ase 



NCBI Description 



ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-LYASE) 
(AC0NITASE) >gi_868003_dbj_BAA06108__ (D29629) aconitase 
[Cucurbita sp. ] 



49312 



Seq. No. 


388492 


Contig ID 


11488 1.R1084 


5' -most EST 


LIB3474-007-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g4580456 


BLAST score 


350 


E value 


1.0e-32 


Match length 


215 


% identity 


41 


NCBI Description 


(AC006081) unknown p 


Seq. No. 


388493 


Contig ID 


11491 1.R1084 


5 '-most EST 


g3761587 


Method 


BLASTX 


NCBI GI 


g4263704 


BLAST score 


160 


E value 


2.0e-26 


Match length 


170 


% identity 


46 


NCBI Description 


(AC006223) putative 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388494 

11491_2.R1084 

LIB3432-014-P1-K1-F5 

BLASTX 

g4263704 

250 

5.0e-27 

168 

43 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388495 

11496_1.R1084 

uC-osflcypl25bl2bl 

BLASTX 

g3096910 

1144 

1.0e-125 

284 
77 

(AJ005813) 
thaliana] 



neoxanthin cleavage enzyme [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



388496 

11503_1.R1084 

LIB3432-014-P1-K1-G7 

BLASTX 

g6093660 

156 

1.0e-09 

107 

36 



49313 



NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



PYRROL I DONE -CARBOX YLAT E PEPTIDASE ( 5 -OXOPROLYL- PEPTIDASE) 
( PYROGLUTAMYL- PEPTIDASE I) (PGP-I) (PYRASE) 
>gi_3551425_dbj_BAA32989_ (AB015291) pyrroiidone carboxyl 
peptidase [Pyrococcus furiosus] 

388497 

11505_1.R1084 
LIB3432-014-P1-K1-G9 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



388498 
11509_ 
LIB343 
BLASTX 
g29484 
934 

1.0e-l 

248 
70 

(L1365 
H65-70 



1.R1084 

3-058-P1-K1-C4 
5 

01 



5) membrane protein [Saccharum hybrid cultivar 
52] 



388499 

11514_1.R1084 

LIB34 34-057-P1-K1-C10 

BLASTX 

g2961358 

178 

1.0e-12 

55 

64 

(AL022140) serine/threonine protein kinase like protein 
[Arabidopsis thaliana] 

388500 

11536JL.R1084 

g4715694 

BLASTX 

g5123948 

325 

3.0e-35 

183 

48 

(AL079349) putative protein [Arabidopsis thaliana] 
388501 

11544_1.R1084 
LIB3432-015-P1-K1-C7 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



388502 

11553_1.R1084 

g428828 
BLASTX 
g2281115 
1173 

1.0e-129 

2 92 

76 



49314 



NCBI Description (AC002330) putative cullin-like 1 protein [Arabidopsis 
thaiiana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388503 

11560JL.R1084 

uC-osflcyp097a07bl 

BLASTX 

g3184283 

1711 

0.0e+00 

469 

74 

(AC004136) putative TBP-binding protein [Arabidopsis 
thaiiana] 

388504 

11566_1.R1084 

g3462566 

388505 

11571_1.R1084 

LIB3432-015-P1-K1-F11 

BLASTX 

g5911326 

485 

1.0e-48 

206 
49 

(AF108387) transporter associated with antigen processing 1 
[Heterodontus francisci] 

388506 

11575_1.R1084 

g5771183 

BLASTX 

g6006362 

271 

2.0e-23 

66 
91 

(AP000559) Similar to Arabidopsis thaiiana chromosome II 
BAC T32F12, hypothetical protein (AC005314) [Oryza sativa] 

388507 

11577JL.R1084 

LIB3599-001-P1-K6-H11 

BLASTX 

g3193301 

504 

2.0e-51 

169 

62 

(AF069298) Arabidopsis putative chloroplast outer envelope 
86-like protein T10P11.19 (GB: AC002330) [Arabidopsis 
thaiiana] 



Seq. No. 



388508 



49315 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11579_1.R1084 

LIB3434-019-P1-K1-B8 

BLASTX 

g2443857 

714 

3.0e-75 

146 
88 

(U79961) vacuolar sorting receptor homolog [Zea mays] 
388509 

11584JL.R1084 

g3759110 

BLASTX 

gl907270 

726 

1.0e-76 

191 
76 

(X96761) sulphate transporter protein [Sporobolus 
stapf ianus] 

388510 

11600JL.R1084 

LIB34 74-003-P1-K1-E9 

BLASTX 

g466160 

361 

3.0e-34 
81 

86 

HYPOTHETICAL 9 
>gi_630771_pir 
elegans >gi_289769 (L14429 
elegans] 



KD PROTEIN ZK652.3 IN CHROMOSOME III 
S44 903 ZK652.3 protein - Caenorhabditis 
putative [Caenorhabditis 



Seq. No. 

Contig ID 
5' -most EST 



388511 

11602_1.R1084 
uC-osroM202003f04a2 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



388512 

11605_1.R1084 
uC-osflcyp082f09bl 

388513 

11614_1.R1084 
LIB3432-016-P1-K1-B11 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



388514 

11619JL.R1084 

LIB3432-016-P1-K1-B5 

BLASTX 

g4678934 

250 

2.0e-21 

139 
42 



49316 



NCBI Description (AL049711) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1084 

-016-P1-K1-A10 



388515 
11622JL. 
LIB3434- 
BLASTX 
gll74870 
235 

2.0e-19 

61 
70 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 8.0 KD PROTEIN 
>gi_633685_emb_CAA558 61_ (X79274) ubiquinol — cytochrome c 
reductase [Solanum tuberosum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



388516 

11623_1.R1084 

LIB3432-016-P1-K1-B9 

BLASTX 

gl215812 

560 

2.0e-57 

160 

68 

(D38170) probenazole-inducible protein PBZ1 [Oryza sativa] 
>gi_2780343_dbj_BAA24277_ (D82066) PBZ1 [Oryza sativa] 

388517 

11628_1.R1084 

g4716084 

BLASTX 

g2576361 

396 

4.0e-38 

122 

59 

(U39782) lysine and histidine specific transporter 
[Arabidopsis thaliana] 

388518 

11631_1.R1084 

LIB3432-016-P1-K1-C5 

BLASTX 

g4959731 

405 

3.0e-44 

209 
43 

(AF136446) chaperonin-containing-TCPl theta subunit 
[Tetrahymena pyriformis] 

388519 J 

11646JL.R1084 

g3761224 

BLASTX 

g4539459 

153 



49317 





tt T73 1 np 

J_j V GL-L 


2 . Oe-17 




Mp"hr~ , h 1 ^inn"l~h 
jLici uoii iciiy i—ii 


54 






69 




NCBI Description 


(AL049500) putative protein [Arabidopsis thaliana] 




Sea No. 


388520 




Contig ID 


11657 1.R1084 




S'-most EST 


LIB34 32-01 6-P1-K1-E7 




Method 


BLASTN 




NCBI GI 


g6015437 




BLAST score 


36 




R 1 lip 

J i v u J. 


3. 0e-10 




Match length 


36 




% identity 


59 




NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 




Seq. No. 


388521 


.S3KK. 


Contig ID 


11658 1.R1084 


>rJL| 


S'-most EST 


g5004164 


ff! 




388522 






11660 1.R1084 




5 '-most EST 


g70247~l 




O tS V| • L\\J * 


388523 




Contia ID 


11667 1.R1084 




c, t -most- EST 


LIB3432-016-P1-K1-F6 


... 


Method 


BLASTX 




NCBI GI 


gl705677 




BLAST score 


335 




E value 


4.0e-31 




Match length 


75 




% identity 


85 




NCBI Description 


CELL DIVISION CYCLE PROTEIN 48 H0M0L0G 



>gi_2118115_pir S60112 cell division control protein CDC4£ 

homolog - Arabidopsis thaliana >gi_1019904 (U37587) cell 
division cycle protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



388524 

11672_1.R1084 
LIB3432-016-P1-K1-G10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388525 

11675_1.R1084 

g2310012 

BLASTX 

g4567249 

368 

3.0e-45 

141 

67 

(AC007070) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



388526 

11688_1.R1084 

LIB3432-016-P1-K1-H3 

BLASTX 



49318 





NCBI GI 


g3068713 




BLAST score 


531 




E value 


6.0e-54 




Match length 


151 




% identity 


68 




NCBI Description 


(AF049236) unknown [Arabidopsis thaliana] 




Seq. No. 


388527 




Contig ID 


11703 1.R1084 




5 '-most EST 


g2312013 




Method 


BLASTX 




NCBI GI 


g4127348 




BLAST score 


398 




E value 


3.0e-43 




Match length 


138 




% identity 


69 




NCBI Description 


(AJ010449) glutathione transferase [Alopecurus myosuroides 




Seq. No. 


388528 




Contig ID 


11703 2.R1084 




5 '-most EST 


g286888 




Method 


BLASTX 




NCBI GI 


g2190992 




BLAST score 


528 


JL, 


E value 


1.0e-53 




Match length 


151 




% identity 


68 


y ^ 


NCBI Description 


(AF004358) glutathione S-transf erase TSI-1 [Aegilops 


k.- 




tauschii] 




Seq. No. 


388529 


rf 


Contig ID 


11703 3.R1084 




5 '-most EST 


LIB3432-017-P1-K1-B1 




Method 


BLASTX 


Q 


NCBI GI 


g2982262 


Q 


BLAST score 


174 




E value 


3.0e-12 




Match length 


101 




% identity 


27 




NCBI Description 


(AF051214) probable glutathione S-transf erase [Picea 






mariana] 




Seq. No. 


388530 




Contig ID 


11703 4.R1084 




5 '-most EST 


g4878790 




Method 


BLASTX 




NCBI GI 


g4127350 




BLAST score 


305 




E value 


2 . 0e-36 




Match length 


111 




% identity 


72 




NCBI Description 


(AJ010450) glutathione transferase [Alopecurus myosuroides; 




Seq. No. 


388531 




Contig ID 


11703 5.R1084 




5 '-most EST 


g701948 




Method 


BLASTX 



49319 



It 





NCBI GI 


g2190992 




BLAST score 


345 




E value 


2.0e-32 




Match length 


88 




% identity 


69 




NCBI Description 


(AF004358) glutathione S-transf erase TSI-1 [Aegilops 






tauschii] 




Seq. No. 


388532 




Contig ID 


11703 6.R1084 




5 1 -most EST 


g700747 




Method 


BLASTX 




NCBI GI 


g4127348 




BLAST score 


375 




E value 


4.0e-36 




Match length 


99 




% identity 


70 


o 


NCBI Description 


(AJ01044 9) glutathione transferase [Alopecurus myosuro. 


if! 


Seq. No. 


388533 




Contig ID 


11703 7.R1084 


~. 


5' -most EST 


g700317 




Method 


BLASTX 




NCBI GI 


g2190992 




BLAST score 


345 




E value 


2.0e-32 




Match length 


113 




% identity 


58 




NCBI Description 


(AF004358) glutathione S-transf erase TSI-1 [Aegilops 


O 




tauschii ] 




Seq. No. 


388534 




Contig ID 


11712 1.R1084 




5' -most EST 


LIB3432-017-P1-K1-B7 


u 


Seq. No. 


388535 




Contig ID 


11714 1.R1084 




5 1 -most EST 


LIB34 32-017-P1-K1-B9 




Method 


BLASTX 




NCBI GI 


g4335756 




BLAST score 


205 




E value 


3.0e-29 




Match length 


137 




% identity 


26 




NCBI Description 


(AC006284) putative ankyrin [Arabidopsis thaliana] 




Seq. No. 


388536 




Contig ID 


11720 1.R1084 




5 '-most EST 


g4716625 




Method 


BLASTX 




NCBI GI 


g4510346 




BLAST score 


279 




E value 


3.0e-24 




Match length 


79 




% identity 


70 




NCBI Description 


(AC006921) hypothetical protein [Arabidopsis thaliana] 



49320 



Seq. No. 
Contig ID 
5 '-most EST 



388537 

11730_1.R1084 
LIB3432-017-P1-K1-D12 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



388538 

11732_1.R1084 

uC-osflm202107g08bl 

BLASTX 

g4101703 

831 

l.Qe-103 

424 
46 

(AF006078) glucose acyltransf erase [Solanum berthaultii] 



388539 

11740JL.R1084 
LIB3432-017-P1-K1-E10 
BLASTX 
g2244971 
239 

7.0e-20 

58 

74 

(Z97340) galactokinase like protein [Arabidopsis thaliana] 
388540 

11753_1.R1084 
g4878759 

388541 

11756_1.R1084 
LIB3432-017-P1-K1-F6 



Seq. No. 
Contig ID 
5 T -most EST 



388542 

11786_1.R1084 
LIB3432-018-P1-K1-A7 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



388543 

11793JL.R1084 
g569695 

388544 

11797JL.R1084 

uC-osflcyp071c05bl 

BLASTX 

g2245125 

159 

2.0e-10 

74 
47 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
388545 

11797_2.R1084 

LIB3434-054-P1-K1-C10 

BLASTX 



49321 





NCBI GI 


g2245125 




BLAST score 


156 




E value 


6-0e-10 




Match length 


52 




% identity 


60 




NCBI Description 


(Z97343) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


388546 




Contig ID 


11819 1.R1084 




5 '-most EST 


uC-osroM202028e04bl 




Method 


BLASTX 




NCBI GI 


g3935181 




BLAST score 


1209 




E value 


1.0e-133 




Match length 


241 




% identity 


88 




NCBI Description 


(AC004557) F17L21.24 [Arabidopsis thaliana] 




Sea. No. 


388547 




Contig ID 


11827 1.R1084 




5 T -most EST 


uC-osf Icypl74g02bl 


y 3 


Method 


BLASTX 


El 


NCBI GI 


g3702321 




BLAST score 


474 




E value 


2 ,0e-47 




Mstphi 1 pnatl"i 


113 


Oh 




55 




NPRT Dp *5 print ion 


(AC005397) putative TGF-beta receptor interacting protein 


3; 




[Arabidopsis thaliana] 




Sea No 


388548 




Contig ID 


11827 2.R1084 




5 f -most EST 


g427350 


•SB™ 


Method 


BLASTX 




NCBI GI 


g3702321 




BLAST score 


282 




E value 


6.0e-35 




Matph lenath 


83 




% identity 


88 




NCBI Description 


(AC005397) putative TGF-beta receptor interacting protein 






[Arabidopsis thaliana] 




Seq. No. 


388549 




Contia ID 


11833 1.R1084 




5 '-most EST 


LIB34 32-018-P1-K1-F12 




Sea No 


388550 




Contig ID 


11838 1.R1084 




5 1 -most EST 


uC-osrocypO 16g03bl 




Method 


BLASTX 




NCBI GI 


g5777631 




BLAST score 


615 




E value 


3.0e-82 




Match length 


253 




% identity 


65 




NCBI Description 


(AJ245900) CAA303719.1 protein [Oryza sativa] 



49322 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388551 

11844_1.R1084 

uC-osflcypl09c02bl 

BLASTX 

g2340166 

1112 

1.0e-122 

345 

63 

(AF008124) glutathione S-conjugate transporting ATPase 
[Arabidopsis thaliana] >gi_2459949 (AF008125) multidrug 
resistance-associated protein homolog [Arabidopsis 
thaliana] 

388552 

11844_2.R1084 

LIB3432-018-P1-K1-G2 

BLASTX 

g2340166 

271 

1.0e-23 

82 
61 

(AF008124) glutathione S-conjugate transporting ATPase 
[Arabidopsis thaliana] >gi_2459949 (AF008125) multidrug 
resistance-associated protein homolog [Arabidopsis 
thaliana] 



Seq. No. 


388553 


Contig ID 


11849 1.R1084 


5' -most EST 


LIB3474-012-P1-K1- 


Method 


BLASTX 


NCBI GI 


g3287270 


BLAST score 


899 


E value 


5.0e-97 


Match length 


197 


% identity 


84 


NCBI Description 


(Y09533) involved 


Seq. No. 


388554 


Contig ID 


11859 1.R1084 


5 1 -most EST 


LIB3432-018-P1-K1- 


Method 


BLASTX 


NCBI GI 


gl30187 


BLAST score 


731 


E value 


1.0e-77 


Match length 


143 


% identity 


99 


NCBI Description 


PHYTOCHROME A >gi 




phyl8) - rice >gi 




[Oryza sativa] 


Seq. No. 


388555 


Contig ID 


11861 1.R1084 


5' -most EST 


LIB3432-018-P1-K1 


Seq. No. 


388556 



in starch metabalism [Solanum tuberosum] 



"20288 emb CAA32375 (X14172) phytochrome 



49323 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11862_1.R1084 

LIB3433-038-P1-K1-B2 

BLASTX 

g3717946 

259 

4,0e-22 

110 

52 

(AJ005901) vagi [Arabidopsis thaliana] 

>gi_5853315_gb_AAD54418.1_ (AF181688) vacuolar membrane 
ATPase subunit G [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388557 

11864JL.R1084 

uC-osflcypl56b!2bl 

BLASTX 

g2244935 

195 

9.0e-15 

94 
40 

(Z97339) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



388558 

11866JL.R1084 
uC-osflcyp!09g06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1084 

-019-P1-K1-B8 



388559 
11881JL. 
LIB3432- 
BLASTX 
g2791806 
510 

2.0e-51 

165 

57 

(AF041433) bet3 [Mus musculus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388560 

11887JL.R1084 

uC-osflM202056cl2al 

BLASTX 

gl311479 

1490 

1.0e-166 

305 
95 

(D45890) sucrose phosphate synthase [Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



388561 

11890_1.R1084 
LIB3432-019-P1-K1-C6 



Seq. No. 
Contig ID 
5 '-most EST 



388562 

11895_1.R1084 
uC-osflM202061hl2bl 



49324 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388563 

11896JL.R1084 

g2312702 

BLASTX 

g2980789 

427 

6.0e-42 

189 

49 

(AL022197) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



388564 

11899_1.R1084 

LIB34 32-01 9-P1-K1-D4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388565 

11900JL.R1084 

uC-osflcyp080cl2bl 

BLASTX 

g2224901 

211 

2.0e-16 

56 
68 

(U67134) PcMYBl protein [Petroselinum crispum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388566 

11903_1.R1084 

LIB3432-019-P1-K1-D8 

BLASTX 

g854731 

926 

1.0e-100 

212 

81 

(U19183) acetyl-coenzyme A carboxylase [Zea mays] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388567 

11904_1.R1084 

g3462545 

BLASTX 

gl418990 

291 

1.0e-25 

147 

42 

(Z75524) unknown [Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



388568 

11905JL.R1084 

LIB3432-029-P1-K1-C9 

BLASTX 

g20385 

171 

8.0e-12 

43 

84 



49325 



0 



NCBI Description (X06612) put. rps7 [Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388569 

11912JL.R1084 
uC-osrocypOlOf 02bl 

388570 

11919_1.R1084 
g2427874 

388571 

11928JL.R1084 
g700459 
BLASTX 
g549010 
887 

1.0e-107 
211 
91 

EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 

(OMNIPOTENT SUPPRESSOR PROTEIN 1 HOMOLOG) 

>gi_322554_pir S31328 omnipotent suppressor protein SUP1 

homolog (clone G18) - Arabidopsis thaliana 
>gi_16514__emb_CAA4 9172_ (X69375) similar to yeast 
omnipotent suppressor protein SUP1 (SUP45) 
thaliana] >gi_1402882__emb_CAA66813_ (X98130) 
early release factor subunit 1-like protein 
thaliana] >gi_14 9524 9_emb_CAA66118_ (X97486) 

[Arabidopsis thaliana] 

388572 

11941_1.R1084 
g3090522 

388573 

11944_1.R1084 
LIB3432-025-P1-K1-F5 
BLASTX 
g3980396 
605 

1.0e-62 

117 
89 

(AC004561) putative C- 
thaliana] 



1 (ERF1) 
(SUP1 HOMOLOG) 



[Arabidopsis 
eukaryotic 

[Arabidopsis 
eRFl-3 



4 sterol methyl oxidase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388574 

11954_1.R1084 

LIB3432-020-P1-K1-A2 

BLASTX 

g5042446 

247 

5.0e-21 

95 

61 

(AC007789) putative WRKY DNA binding protein [Oryza sativa] 



49326 





Seq. No. 


388575 




Contig ID 


11958 1.R1084 




5' -most EST 


LIB3432-020-P1-K1-A7 




Method 


BLASTX 




NCBI GI 


g3935150 




BLAST score 


606 




E value 


5.0e-63 




Match length 


153 




% identity 


41 




NCBI Description 


(AC005106) T25N20.14 [Arabidopsis 




Seq. No. 


388576 




Contig ID 


11963 1.R1084 




5' -most EST 


LIB3479-002-Q6-K1-B11 




Seq. No. 


388577 




Contig ID 


11963 2.R1084 




5' -most EST 


g4715310 


o 


Method 


BLASTX 




NCBI GI 


g4 914333 




BLAST score 


193 


yl 


E value 


1.0e-14 


rfl 


Match length 


55 




% identity 


64 




NCBI Description 


(AC005489) F14N23.19 [Arabidopsis 




Seq. No. 


388578 




Contig ID 


11968 1.R1084 


Ei 


5 1 -most EST 


LIB3432-020-P1-K1-B6 




Seq. No. 


388579 




Contig ID 


11974 1.R1084 




5' -most EST 


LIB3432-020-P1-K1-D4 


13 


Method 


BLASTN 


P 


NCBI GI 


g5852170 




BLAST score 


560 




E value 


0.0e+00 




Match length 


564 




% identity 


100 




NCBI Description 


Oryza sativa indica(GLA4) genomic 






clone:tl7804 




Seq. No. 


388580 




Contig ID 


11978 1.R1084 




5 '-most EST 


g2312296 




Method 


BLASTX 




NCBI GI 


g584825 




BLAST score 


544 




E value 


2.0e-55 




Match length 


123 




% identity 


80 




NCBI Description 


B2 PROTEIN >gi 322726 pir S32124 






>gi_297 889_emb_CAA51078_ (X72385) 






carota] 




Seq. No. 


388581 




Contig ID 


11985JL.R1084 



49327 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3433-035-P1-K1-G6 

BLASTX 

g5453902 

228 

2.0e-18 

99 
49 

protein (peptidyl-prolyl cis/trans isomerase) 
NIMA-interacting, 4 (parvulin) 

>gi_4 689436_gb_AAD27893.1_AF143096_l (AF143096) 
peptidyl-prolyl cis-trans isomerase EPVH [Homo sapiens] 
>gi_5420453_dbj_BAA82320.1_ (AB009690) parvulin [Homo 
sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388582 

11986_1.R1084 

gl631696 

BLASTX 

gl705678 

1574 

1.0e-176 

333 
48 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi_862480 (U20213) 
valosin-containing protein [Glycine max] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388583 

11987_1.R1084 

uC-osroM202013allbl 

BLASTX 

g3281853 

1078 

1.0e-117 

264 

83 

(AL031004) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



388584 

11987_2.R1084 
uC-osflcyp011f06bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388585 

11988_1.R1084 

uC-osflM202086h02al 

BLASTX 

g4104056 

281 

6.0e-25 

75 
69 

(AF031194) S276 [Triticum aestivum] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



388586 

12000_1.R1084 

uC-osflcyp099g02bl 

BLASTX 



49328 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g940288 
280 

1.0e-24 

89 
30 

(L43510) protein localized in the nucleoli of pea nuclei; 
ORF; putative [Pisum sativum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1084 

-020-P1-K1-E8 



388587 
12003JL. 
LIB3432- 
BLASTX 
g4105180 
426 

8.0e-42 

147 

56 

(AF043905) plastoglobule associated protein PG1 precursor 
[Pisum sativum] 



i'Ti 


o e q . in o * 


jOO JOO 




^uiii_xy ±u 


1O007 1 R1084 




o —most iLoi 


y X Djiyio 




Method 




M 


IN U £3 X bl 






rSXii-io 1 score 


9^4 

Z O *i 


nil 


ti vaxue 


Z • Uc X .? 




rid L^ii icily uii 






■6 xaencxry 


£9 
OZ 






(AB022330) nClpPS [Arabidops, 


■sx-- 


Seq. No. 


388589 




Contig ID 


12020 1.R1084 




5' -most EST 


LIB3432-020-P1-K1-G2 




Method 


BLASTN 




NCBI GI 


gl667606 




BLAST score 


45 




E value 


6.0e-16 




Match length 


146 




% identity 


85 




NCBI Description 


Triticum aestivum Tap mRNA, 




Seq. No. 


388590 




Contig ID 


12022 1.R1084 




5' -most EST 


LIB3433-021-P1-K1-B2 




Seq. No. 


388591 




Contig ID 


12023 1.R1084 




5' -most EST 


LIB3432-020-P1-K1-G6 




Method 


BLASTX 




NCBI GI 


g2832692 




BLAST score 


213 




E value 


2.0e-25 




Match length 


114 




% identity 


53 




NCBI Description 


(AL021713) putative protein 



49329 



Seq. No. 


388592 


Contig ID 


12034 1.R1084 


5 1 -most EST 


LIB3477-004-P1-K1-E6 


Seq. No. 


388593 


Contig ID 


12048 1.R1084 


S'-most EST 


LIB34 32-021-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3757521 


BLAST score 


263 


E value 


3. Oe-38 


Match length 


147 


% identity 


56 


NCBI Description 


(AC005167) unknown protein [Arabidopsis thaliana] 


Seq. No* 


388594 


Contig ID 


12055 1.R1084 


5' -most EST 


LIB347 9-012-Q6-K1-H10 


Method 


BLASTX 


NCBI GI 


g2589162 


BLAST score 


776 


E value 


8 . 0e-83 


Match length 


190 


% identity 


77 


NCBI Description 


(D88451) aldehyde oxidase [Zea mays] 


Seq. No. 


388595 


Contig ID 


12059 1.R1084 


5 1 -most EST 


LIB3432-021-P1-K1-C11 


Seq. No. 


388596 


Contig ID 


12066 1.R1084 


5 '-most EST 


LIB34 32-021-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g5103813 


BLAST score 


209 


E value 


1.0e-16 


Match length 


79 


% identity 


63 


NCBI Description 


(AC007591) Contains a PF 00175 Oxidoreductase 




FAD/NADH-binding domain. ESTs gb_H76345 and gb_AA65: 




come from this gene. [Arabidopsis thaliana] 


Seq. No. 


388597 


Contig ID 


12067 1.R1084 


5' -most EST 


LIB3432-021-P1-K1-C9 


Seq. No. 


388598 


Contig ID 


12078 1.R1084 


5' -most EST 


LIB34 32-021-P1-K1-E1 


Method^ 


BLASTX 


NCBI GI 


g2245005 


BLAST score 


270 


E value 


2.0e-49 


Match length 


211 


% identity 


21 


NCBI Description 


(Z97341) hypothetical protein [Arabidopsis thaliana] 



49330 



Seq. No. 


388599 


Contig ID 


12082 1.R1084 


5 1 -most EST 


LIB3432-021-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2827635 


BLAST score 


604 


E value 


1. Oe-62 


Match length 


177 


% identity 


70 


NCBI Description 


(AL021636) predicted protein 


Seq. No. 


388600 


Contig ID 


12084 1.R1084 


5 '-most EST 


LIB3434-045-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3786006 


BLAST score 


506 


E value 


4.0e-51 


Match length 


136 


% identity 


69 


NCBI Description 


(AC005499) hypothetical prote: 


Seq. No. 


388601 


Contig ID 


12085 1.R1084 


■5 '-most EST 


uC-osf Icyp075h07bl 


Seq. No. 


388602 


Contia ID 


12087 1.R1084 


5' -most EST 

■~J ILL W O L. J— 1 \-f JL 


uC-osf lM202051g02bl 


Mpthnd 


BLASTX 


NCBI GI 


g4966344 


BLAST score 


364 


E value 


1.0e-69 


Match length 


229 


% identity 


60 


NCBI Description 


(AC006341) ESTs gb F15498, gb 




gb_W43356 and gb_T20739 come 




thaliana] 


Seq. No. 


388603 


Contig ID 


12098 1.R1084 


5' -most EST 


g4880789 


Method 


BLASTX 


NCBI GI 


g5733089 


BLAST score 


892 


E value 


1. Oe-123 


Match lenath 


271 


% identity 


77 


NPRT D^^fTi nt" i nn 


(AF172681) amine oxidase [Can 


Seq. No. 


388604 


Contig ID 


12099 1.R1084 


5 T -most EST 


g5667196 


Method 


BLASTX 


NCBI GI 


g3096930 


BLAST score 


797 



[Arabidopsis 



49331 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-84 

436 

45 

(AL023094; 



Homeodomain-like protein [Arabidopsis thaliana] 



388605 

12101_1.R1084 

g3107516 

BLASTX 

g3413511 

1569 

1.0e-175 

351 
84 

(AJ000265) glucose- 6-phosphate isomerase [Spinacia 
oleracea] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388606 

12107_1.R1084 

LIB3432-021-P1-K1-G4 

BLASTX 

g5123925 

303 

5.0e-57 

158 

64 

(AL07 9350) putative protein [Arabidopsis thaliana] 
388607 

12114_1.R1084 

g3061141 

BLASTX 

g3482918 

1931 

0.0e+00 

420 

88 

(AC003970) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 

388608 

12117_1.R1084 

LIB3479-011-Q6-K1-E4 

BLASTX 

g584825 

636 

7.0e-66 

149 

79 

B2 PROTEIN >gi_322726_pir S32124 B2 protein - carrot 

>gi_297889_emb_CAA51078_ (X72385) B2 protein [Daucus 
carota] 



Seq. No. 
Contig ID 
5' -most EST 



388609 

12117_2.R1084 

LIB347 9-007-Q6-K1-E10 



49332 



Seq. No. 


388610 


Contig ID 


12120 1.R1084 


5 '-most EST 


g2442218 


Method 


BLASTN 


NCBI GI 


g6063530 


BLAST score 


442 


E value 


0.0e+00 


Match length 


662 


% identity 


99 


NCBI Description 


Oryza sativa genomic DNA, chromosome 3, cl< 


Seq. No. 


388611 


Contig ID 


12123JL.R1084 


5 1 -most EST 


uC-osrocyp013c04bl 


Method 


BLASTX 


NCBI GI 


g5080793 


BLAST score 


199 


E value 


5.0e-15 


Match length 


83 


% identity 


51 


NCBI Description 


(AC007576) Hypothetical protein [Arabidops: 


Seq. No. 


388612 


Contig ID 


12127 1.R1084 


5' -most EST 


uC-osrocyp008g05bl 


Seq. No. 


388613 


Contig ID 


12131 1.R1084 


5 T -most EST 


g701436 


Method 


BLASTX 


NCBI GI 


g2505868 


BLAST score 


251 


E value 


2.0e-21 


Match length 


87 


% identity 


27 


NCBI Description 


(Y12227) hypothetical protein [Arabidopsis 


Seq. No. 


388614 


Contig ID 


12132 1.R1084 


5' -most EST 


LIB3432-022-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2674203 


BLAST score 


416 


E value 


2.0e-40 


Match length 


140 


% identity 


61 


NCBI Description 


(AF036328) CLP protease regulatory subunit 




[Arabidopsis thaliana] 


Seq. No. 


388615 


Contig ID 


12138 1.R1084 


5 1 -most EST 


LIB3432-035-P2-K1-G9 


Method 


BLASTX 


NCBI GI 


g4996842 


BLAST score 


388 


E value 


1.0e-50 


Match length 


209 



49333 





47 


NCRT Description 


(AB027501) Dcarg-1 [Daucus carota] 


O C ^ • L\ * 


388616 


Contig ID 


12143 1.R1084 


S r --most- EST 


g4879414 


Mpt*h nri 


BLASTX 


NCBI GI 


g4539292 


BLAST score 


417 


E value 


2.0e-40 


Match length 


95 


% identity 


80 


NCBI Description 


(AL049480) putative ribosomal protein S10 [Arabidopsis 




thaliana] 


Qory T\Ir> 

O ^3 ■ INu i 


388617 

\J v_/ \y _i_ t 


Contia ID 


12147 1.R1084 


5' -most EST 


LIB3477-004-P1-K1-A6 


U \_J ■ J.N W ♦ 


388618 

^ W \J \J J- \J 


Contia ID 


12151 1.R1084 


J ILLU O U J_j O X 


LTR34 32-022-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4455244 


RT.A9T cirri TP 


227 


E value 




Match length 


198 


% identity 


45 


JJcoLIipLlUIi 


/ AT.D^S "3 ) M1-N3-1 i kp nrotein f Arabidoosis thalianal 


JCVj. IN \ J • 


388619 




J. <£. .L J -L i, tJAlUOl 


S'-mn^t EST 


uC-osf Icypll0e02bl 


C/^rr Kin 


388620 


Contia ID 


12155 1.R1084 


5 1 -most EST 


g3766800 


Mf=*1~ Vi nH 

J. 1C L- llv^v-A 


BLASTX 


KJPRT (IT 


a 2245378 


BLAST score 


436 


E value 


3.0e-43 


Ma f- cYi lpnrri"h 


128 


Q- T /"] Vi 4~ 1 4-TT 


7 n 


NCBI Description 


(U83245) auxin response factor 1 [Arabidopsis thaliana 




>gi_5080809_gb_AAD39318.1__AC007258_7 (AC007258) auxin 




tp qnnn <=:p "Fa r*t" or* 1 r Aya b "i fimrjc; i ^ th^ 1 i anal 




"3RR 6?1 


Pnnt "i rr TO 


12156 1 R1084 




LIB34 32-022-P1-K1-D2 


Seq. No. 


388622 


Contig ID 


12167 1.R1084 


S'-most EST 


LIB3599-001-P1-N6-G1 


Method 


BLASTX 


NCBI GI 


g4115379 


BLAST score 


257 



49334 



E value 
Match length 
% identity 
NCBI Description 



5.0e-22 

124 
43 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



388623 

12170_1.R1084 
LIB3434-053-P1-K1-G4 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388624 

12181_1.R1084 

LIB3432-022-P1-K1-F5 

BLASTX 

g3036796 

271 

2.0e-23 

125 

43 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805858_emb_CAA2147 8.1__ (AL031986) putative protein 
[Arabidopsis thaliana] 



Seq. No. 


388625 


Contig ID 


12185 1.R1084 


5' -most EST 


LIB3432-022-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g5902382 


BLAST score 


219 


E value 


1.0e-17 


Match length 


75 


% identity 


55 


NCBI Description 


(AC009322) Unknown prote: 


Seq. No. 


388626 


Contig ID 


12186 1.R1084 


5 '-most EST 


LIB3433-04 9-P1-K1-B2 


Seq. No. 


388627 


Contig ID 


12187 1.R1084 


5' -most EST 


LIB3432-022-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3914667 


BLAST score 


339 


E value 


1.0e-31 


Match length 


82 


% identity 


83 


NCBI Description 


SOS RIBOSOMAL PROTEIN L2 



protein L28 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



388628 

12188_1.R1084 

LIB3432-022-P1-K1-G11 

BLASTN 

g58067 

111 



49335 



E value 
Match length 
% identity 
NCBI Description 



5.0e-55 

128 

98 

pBluescript SK(+) vector DNA, phagemid excised from lambda 
ZAP 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388629 

12200JL.R1084 
g3758936 

388630 

12203_1.R1084 

LIB3432-022-P1-K1-H7 

BLASTN 

g4959460 

35 

4.0e-10 

35 
38 

Zea mays RACB small GTP binding protein mRNA, complete cds 
388631 

12214_1.R1084 

LIB3433-007-Q6-K1-F11 

BLASTX 

gl711618 

241 

3.0e-20 
96 
44 

LOW AFFINITY SULPHATE TRANSPORTER 
low affinity sulphate transporter 
>gi_607188_emb_CAA57 831_ (X82454) 
transporter [Stylosanthes hamata] 



3 >gi_1085993_pir S51765 

- Stylosanthes hamata 
low affinity sulphate 



Seq. No. 
Contig ID 
5 '-most EST 



388632 

12222_1.R1084 
LIB3433-026-P1-K1-B8 



Seq. No. 
Contig ID 
5 '-most EST 



388633 

12225_1.R1084 
g3761535 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



388634 

12230JL.R1084 

LIB3474-001-P1-K1-F6 

BLASTX 

g2894599 

324 

1.0e-29 

114 

57 

(AL021889) putative protein [Arabidopsis thaliana] 
388635 

12230_2.R1084 
uC-osrocyp014g05bl 



49336 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g2894599 

302 

3.0e-45 

119 

76 

(AL021889) 



putative protein [Arabidopsis thaliana] 



388636 

12231_1.R1084 

g702828 

BLASTX 

g3880441 

158 

2.0e-10 

53 
51 

(Z82062) similar to Zinc finger, C3HC4 type (RING finger); 
cDNA EST EMBL:D7 6353 comes from this gene; cDNA EST 
EMBL:D71838 comes from this gene; cDNA EST EMBL:D74561 
comes from this gene; cDNA EST EMBL:D73319 comes from this 

388637 

12232_1.R1084 

g3768576 

BLASTX 

g3063444 

167 

3.0e-ll 

37 
81 

(AC003981) F22013.5 [Arabidopsis thaliana] 
>gi_4973256_gb_AAD35005.1_AF144387_l (AF144387) 
thioredoxin-like 1 [Arabidopsis thaliana] 

388638 

12232_2.R1084 

LIB3432-04 9-P1-K1-E11 

BLASTX 

g3063444 

685 

6.0e-72 

153 

82 

(AC003981) F22013.5 [Arabidopsis thaliana] 
>gi_4973256_gb_AAD35005.1_AF144387__l (AF144387) 
thioredoxin-like 1 [Arabidopsis thaliana] 

388639 

12237_1.R1084 

LIB3432-023-P1-K1-D2 

BLASTX 

g585451 

90 

3.0e-10 

62 

66 



49337 



NCBI Description 



MALATE OXIDOREDUCTASE [NAD] 62 KD ISOFORM, MITOCHONDRIAL 

PRECURSOR (MALIC ENZYME) (ME) (NAD-DEPENDENT MALIC ENZYME) 

(NAD-ME) >gi_1076667_pir B53318 malate dehydrogenase 

(decarboxylating) (EC 1.1.1.39) 62K chain precursor, 

mitochondrial - potato >gi_43824 9_emb_CAA80559_ (Z23023) 

malate dehydrogenase [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388640 

12241_1.R1084 

uC-osflm202109hl0bl 

BLASTX 

g2911072 

225 

4.0e-18 

96 

55 

(AL021960) putative protein [Arabidopsis thaliana] 
388641 

12252_1.R1084 

uC-osflcyplllf02bl 

BLASTX 

g3047104 

284 

8.0e-25 

132 

56 

(AF058919) No definition line found [Arabidopsis thaliana] 
388642 

12268_1.R1084 

LIB3432-031-P1-K1-E1 

BLASTX 

gl076660 

198 

6.0e-15 

52 
69 

D13F (MYBST1) protein - potato >gi_786426_bbs_159122 
(S74753) MybStl=Myb-related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum=potatoes, 
leaf, Peptide, 342 aa] [Solanum tuberosum] 



Seq. No. 
Contig ID 
5 '-most EST 



388643 

12270_1.R1084 
LIB3432-023-P1-K1-G3 



Seq. No. 

Contig ID 
5 '-most EST 



388644 

12270_2.R1084 
g5803417 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



388645 

12281JL.R1084 

LIB347 4-006-P1-K1-G6 

BLASTX 

g4115388 

485 



49338 



E value 
Match length 
% identity 
NCBI Description 



4.0e-70 

211 

61 

(AC005967) 
thaliana] 



putative prolylcarboxypeptidase [Arabidopsis 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



388646 

12283_1.R1084 

g572482 

BLASTX 

gl652297 

196 

5.0e-24 

214 

39 

(D90904) hypothetical protein [Synechocystis sp. 
388647 

12285_1.R1084 
g2428527 

388648 

12291JL.R1084 
LIB3432-024-P1-K1-A12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388649 

12293JL.R1084 

g2280606 

BLASTX 

g2443886 

907 

8.0e-98 

239 

75 

(AC002294) Unknown protein [Arabidopsis thaliana] 
388650 

12296_1.R1084 

LIB3434-057-P1-K1-G11 

BLASTX 

g5304837 

402 

8.0e-39 

126 

58 

(AJ243483) ATP citrate lyase [Cyanophora paradoxa] 
388651 

12313_1.R1084 

LIB34 32-024-P1-K1-C8 

BLASTX 

g731675 

247 

5.0e-30 

123 

58 

HYPOTHETICAL 80.7 KD PROTEIN IN ERG7-NMD2 INTERGENIC REGION 



49339 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



>gi_626631_pir S46811 hypothetical protein YHR074w - yeast 

(Saccharomyces cerevisiae) >gi_500832 (U10556) Yhr074wp 
[Saccharomyces cerevisiae] 

388652 

12314_1.R1084 
g3106945 

388653 

12317_1.R1084 
g427796 

388654 

12317_2.R1084 
g5005218 

388655 

12319JL.R1084 
g701370 

388656 

12324_1.R1084 

LIB3433-031-P1-K1-H9 

BLASTX 

g4103635 

161 

1.0e-10 

75 

35 

(AF026538) ABA-responsive protein [Hordeum vulgare] 
388657 

12330_1.R1084 

LIB34 32-024-P1-K1-E5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388658 

12331__1.R1084 

g2801245 

BLASTN 

g5566583 

94 

4.0e-45 

114 

97 

Lepilemur dorsalis genomic fragment, RAPD with primer 
operon 0PH4, clone AlOa 



Seq. No. 
Contig ID 
5 1 -most EST 



388659 

12334_1.R1084 
LIB3434-038-P1-K1-H9 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



388660 

12336JL.R1084 

uC-osroM202003c01a2 

BLASTX 

g5668813 

211 



49340 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



4.0e-20 

140 

42 

(AC007519) Similar to gb_X77136 HSR203J protein from 
Nicotiana tabacum and is a member of the PF_00135 
Carboxylesterase family. ESTs gb_Z25688 and gb_F14025 come 
from this gene. [Arabidopsis thaliana] 

388661 

12339_1.R1084 

LIB3432-024-P1-K1-F3 

BLASTX 

gll9355 

1119 

1.0e-123 

226 

96 

ENOLASE 1 ( 2 - PHOS PHOGLYCERATE DEHYDRATASE 1) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi_1008 69_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11} - maize >gi_22273_emb_CAA39454_ (X55981) enolase 
[Zea mays] 

388662 

12340JL.R1084 
LIB3432-024-P1-K1-F5 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



388663 

12352_1.R1084 

g3762400 

BLASTX 

g400578 

278 

3.0e-24 

109 

48 

NADH-UBIQUINONE OXIDOREDUCTASE 18 KD SUBUNIT PRECURSOR 
(COMPLEX 1-18 KD) (CI-18 KD) (COMPLEX I-AQDQ) (CI-AQDQ) 

>gi_34 6531_pir S28240 NADH dehydrogenase (ubiquinone) (EC 

1.6.5.3) chain CI-18 (IP) - bovine >gi__226_emb_CAA44 900__ 
(X63215) NADH dehydrogenase [Bos taurus] 

388664 

12356_1.R1084 

g3763813 

BLASTX 

g4154673 

164 

9.0e-ll 

58 
59 

(AE001454) PEPTIDE CHAIN RELEASE FACTOR 2 (RF-2) 
[Helicobacter pylori J99] 

388665 

12380_1.R1084 
uC-osflcyp017f01bl 



49341 



Method 


BLASTX 


NCBI GI 


g530279 7 


BLAST score 


374 


E value 


8.0e-71 


Match length 


229 


% identity 


62 


NCBI Description 


(Z97341) HSP like protein [Arabidopsis 


Seq. No. 


388666 


Contig ID 


12381 1.R1084 


5' -most EST 


LIB3432-032-P2-K1-B4 


Seq. No. 


388667 


Contig ID 


12385 1.R1084 


5 1 -most EST 


uC-osflcypl59g08bl 


Method 


BLASTX 


NCBI GI 


g2642213 


BLAST score 


389 


E value 


3 . Ue- J / 


Match length 


80 


% identity 


88 


NCBI Description 


(AF030385) nitrate-induced NOI protein 




>gi_2895781 (AF045033) nitrate-induced 




mays] 


Seq. No. 


388668 


Contig ID 


12388 1.R1084 


5 '-most EST 


g5803393 


Method 


BLASTN 


NCBI GI 


g4091079 


BLAST score 


35 


E value 


7.0e-10 


Match length 


77 


% identity 


86 


NCBI Description 


Oryza sativa nucleic acid binding prot< 




cds 


Seq. No. 


388669 


Contig ID 


12398 1.R1084 


5' -most EST 


LIB3432-032-P2-K1-C9 


Method 


BLASTX 


NCBI GI 


g4895187 


BLAST score 


207 


E value 


7.0e-16 


Match length 


163 


% identity 


45 


NCBI Description 


(AC007 661) unknown protein [Arabidopsi; 


Seq. No. 


388670 


Contig ID 


12408 1.R1084 


5 '-most EST 


uC-osflcyp034d03bl 


Method 


BLASTX 


NCBI GI 


g2257756 


BLAST score 


229 


E value 


2.0e-18 


Match length 


193 


% identity 


31 



[Zea 



49342 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



(U82815) nucleolar histone deacetylase HD2-p39 [Zea mays] 
>gi_3650466 (AF026917) histone deacetylase HD2-p39 [Zea 
mays] 

388671 

12417_1.R1084 

LIB3434-04 8-P1-K1-F1 

BLASTX 

g3201680 

573 

6.0e-59 

224 

50 

(AF060941) extra-large G-protein [Arabidopsis thaliana] 



388672 

12420_1.R1084 

g3763694 

BLASTX 

g4586449 

374 

1.0e-35 

78 
82 

(AB025187) cytochrome c 



oxidase subunit 6b-l [Oryza sativa] 



.R1084 

-032-P2-K1-G2 



388673 
12435_1. 
LIB3432- 
BLASTX 
g3043712 
429 

6.0e-42 

151 

57 

(AB011166) KIAA0594 protein [Homo sapiens] 
388674 

12439_1.R1084 

LIB3433-043-P1-K1-C9 

BLASTX 

g4454032 

788 

8.0e-84 

247 

61 

(AL035394) putative protein [Arabidopsis thaliana] 
388675 

12443_1.R1084 
g4715930 

388676 

12450JL.R1084 

LIB3432-032-P2-K1-H5 

BLASTX 

g4309758 



49343 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



250 

3.0e-21 

64 

73 

(AC006217; 



hypothetical protein [Arabidopsis thaliana] 



388677 

12452^2. R1084 

g3090593 

BLASTX 

g3935185 

199 

4.0e-15 

96 

43 

(AC004557) F17L21, 



28 [Arabidopsis thaliana] 



388678 

12453JL.R1084 

uC-osflcypl77c02bl 

BLASTX 

g6014701 

830 

1.0e-91 

251 

68 

(AF190450) enoyl-CoA-hydratase [Avicennia marina] 
388679 

12455_1.R1084 

LIB3432-035-P2-K1-A1 

BLASTX 

g4006872 

328 

4.0e-32 

110 

66 

(Z99707) methionyl aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



388680 

12457JL.R1084 

LIB3475-003-P1-K2-D3 

BLASTX 

g5042408 

685 

5.0e-72 

214 

62 

(AC006193) very similar to alcohol dehydrogenase 
[Arabidopsis thaliana] 

388681 

12463_1.R1084 
g3061133 
BLASTX 
g2129726 



49344 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



552 

1.0e-56 

135 
79 

RNA polymerase II third largest chain RPB35.5A - 
Arabidopsis thaliana >gi_514318 (L34770) RNA polymerase II 
third largest subunit [Arabidopsis thaliana] 
>gi_4544370_gb_AAD22281.1_AC006920_5 (AC006920) RNA 
polymerase II, third largest subunit [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388682 

12464_1.R1084 

g4716488 

BLASTX 

g3482967 

293 

2.0e-36 

164 

57 

(AL031369) Protein phosphatase 2C-like protein [Arabidopsis 
thaliana] >gi_4559345_gb_AAD23006 . 1_AC006585_1 (AC006585) 
protein phosphatase 2C [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388683 

12464_2.R1084 

LIB3432-035-P2-K1-A8 

BLASTN 

g5730046 

35 

6.0e-10 

35 

62 

Homo sapiens solute carrier family 17 (sodium phosphate) , 
member 3 (SLC17A3) mRNA >gi_2062691_gb_U90545_HSU90545 
Human sodium phosphate transporter (NPT4) mRNA, complete 
cds 



Seq. No. 


388684 


Contig ID 


12469 1.R1084 


5' -most EST 


LIB3432-035-P2-K1-B12 


Method 


BLASTX 


NCBI GI 


g20290 


BLAST score 


1225 


E value 


1.0e-153 


Match length 


289 


% identity 


98 


NCBI Description 


(X57563) phytochrome 


Seq. No. 


388685 


Contig ID 


12481 1.R1084 


5' -most EST 


LIB34 32-035-P2-K1-C4 


Method 


BLASTX 


NCBI GI 


g5733886 


BLAST score 


422 


E value 


2.0e-41 


Match length 


111 


% identity 


77 



49345 



NCBI Description (AC007932) F11A17.20 [Arabidopsis thaliana] 



Seq. No* , 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388686 

12482_1.R1084 

LIB3432-035-P2-K1-C5 

BLASTX 

g4544447 

356 

1.0e-38 

142 
58 

(AC006592) putative GTP cyclohydrolase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



388687 

12484_1.R1084 

LIB3477-006-P1-K1-D6 

BLASTN 

g6015437 

36 

1.0e-10 

36 

59 

Homo sapiens PEX1 mRNA, complete cds 
388688 

12485_1.R1084 
LIB3477-007-P1-K1-D9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388689 

12487JL.R1084 

g4714859 

BLASTX 

g2462754 

165 

5.0e-21 

115 
47 

(AC002292) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388690 

12492_1.R1084 

LIB3432-040-P1-K1-H8 

BLASTX 

gl707878 

721 

2.0e-76 

157 

84 

AMINOMETHYLTRANSFERASE PRECURSOR (GLYCINE CLEAVAGE SYSTEM T 

PROTEIN) >gi_212997 6_pir S59948 aminomethyl trans f erase (EC 

2.1.2.10) precursor - potato >gi_438254__emb_CAA81081__ 
(Z25862) T-protein [Solanum tuberosum] 



Seq. No. 
Contig ID 
5' -most EST 



388691 

12497_1.R1084 

LIB34 33-04 9-P1-K1-A8 



49346 



Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


35 


E value 


1.0e-09 


M^trh lencrth 


36 


% identity 


38 


NCBI Description 


Human butyrophilin (BTF5' 


Seq. No. 


388692 


Contig ID 


12507 1.R1084 


5 1 -most EST 


LIB347 4-002-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl!69238 


BLAST score 


1011 


E value 


1.0e-110 


Match length 


264 


% identity 


72 


NCBI Description 


GLUTAMATE DECARBOXYLASE 



BTF5) mRNA, complete cds 



glutamate decarboxylase 



GAD) >gi_1076648_pir A48767 

(EC 4.1.1.15), calmodulin-binding 



garden petunia >gi_294112 (L16797) glutamate decarboxylase 
[Petunia hybrida] >gi_309680 (L16977) glutamate 
decarboxylase [Petunia hybrida] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388693 

12523JL.R1084 

uC-osflM202095b02bl 

BLASTX 

g2760327 

995 

l.Qe-108 

218 
53 

(AC002130) F1N21.12 [Arabidopsis thaliana] 
388694 

12526_1.R1084 

LIB34 32-035-P2-K1-G5 

BLASTX 

g3201477 

325 

6.0e-30 

112 

59 

(AJ006021) putative PRL1 associated protein [Arabidopsis 
thaliana] 

388695 

12536_1.R1084 

g2309638 

BLASTX 

g3643594 

897 

1.0e-96 

245 
70 

(AC005395) unknown protein [Arabidopsis thaliana] 



49347 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388696 

12536_2.R1084 

LIB3433-060-P1-K1- 

BLASTX 

gl888551 

360 

9.0e-38 
152 
59 

(U89895; 
sativa] 



E8 



pathogenesis-related protein class 1 [Oryza 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388697 

12542JL.R1084 

LIB3432-035-P2-K1-H9 

BLASTX 

g2183249 

340 

2.0e-33 

101 

75 

(AF002211) glutathione-S-transferase [Triticum aestivum] 
>gi_4185800 (AF109714) glutathione S-transf erase [Triticum 
aestivum] 



O C ^ • lNU t 


388698 


Contig ID 


12543 1.R1084 


5' -most EST 


LIB3477-004-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3341511 


BLAST score 


719 


E value 


6.0e-76 


Match length 


142 


% identity 


96 


NCBI Description 


(AJ231134) cinnamoyl-CoA reductase 


Seq. No. 


388699 


Contig ID 


12543 2.R1084 


5 '-most EST 


LIB3432-036-P2-K1-A1 


Method 


BLASTX 


NCBI GI 


g3341511 


BLAST score 


550 


E value 


2.0e-56 


Match length 


137 


% identity 


77 


NCBI Description 


(AJ231134) cinnamoyl-CoA reductase 


Seq. No. 


388700 


Contig ID 


12556 1.R1084 


5 '-most EST 


LIB3434-021-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl931647 


BLAST score 


253 


E value 


2.0e-21 


Match length 


48 


% identity 


96 


NCBI Description 


(U95973) endomembrane protein EMP7i 



49348 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
388701 

12561J..R1084 
LIB3432-036-P2-K1-B7 

388702 

12563_2.R1084 

LIB3432-036-P2-K1-B9 

BLASTX 

g4102839 

218 

3.0e-17 

189 
30 

(AF016713) LeOPTl [Lycopersicon esculentum] 
388703 

12573JL.R1084 

LIB3432-036-P2-K1-C7 

BLASTX 

g4885481 

258 

6.0e-22 

130 

45 

RNA polymerase II transcriptional regulation mediator 
(Med6, S. cerevisiae, homolog of) >gi_2618738 (U78082) RNA 
polymerase transcriptional regulation mediator [Homo 
sapiens] 

388704 

12582_1.R1084 

LIB3432-036-P2-K1-D6 

BLASTX 

g5882718 

340 

1.0e-31 

128 
52 

(AC008263) ESTs gb_AA067482 and gb_AI100542 come from this 
gene. [Arabidopsis thaliana] 

388705 

12583JL.R1084 
LIB3432-036-P2-K1-D7 

388706 

12586_1.R1084 

g702441 
BLASTX 
g2494075 
1171 

1.0e-129 

249 

91 

NADP-DEPENDENT GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE 



49349 



( NON- PHOS PHORYLAT ING GLYCERALDEHYDE 3-PHOSPHATE 
DEHYDROGENASE) (GLYCERALDEHYDE- 3 -PHOSPHATE DEHYDROGENASE 
[NADP+] ) (TRIOSEPHOSPHATE DEHYDROGENASE) 

>gi_1084478_pir S43833 glyceraldehyde-3-phosphate 

dehydrogenase (NADP+) (EC 1.2.1.9) - maize 
>gi_474408_einb_CAA53075_ (X75326) 

glyceraldehyde-3-phosphate dehydrogenase (GAPN) [Zea mays] 



Seq. No. 


388707 


Contig ID 


12596 1.R1084 


5 '-most EST 


LIB3433-04 6-P1-K1-F2 


Sea No. 


388708 


Pnntia ID 


12622 1.R1084 


5 ? -most EST 


LIB3432-036-P2-K1-H5 




BLASTX 


NCBI GI 


g3790188 


BLAST score 


817 


P TT3 1 HP 


2 . Oe-87 


Match length 


197 


% identity 


81 




(Y14431) NAD-dependent isocitrate dehydrogenase [Nicotiana 




fahan nn 1 


dorr Mn 


388709 


pontia ID 


12650 1.R1084 




LIB34 32-04 2-P2-K1-C12 


1 Its l_ i,i.Kj\Ji 


BLASTN 


NCBI GI 


g5803242 


RT Z\ r*n TP 
£jJ_irrO X. 0 x. — 


59 


E value 


2.0e-24 


Match length 


143 


Sr "I HpT"l t" i 1" V 


21 


NPRT rip^rr i r>1~ "i on 


Oryza sativa genomic DNA, chromosome 6, clone : P0535G04 


Seq. No. 


388710 


Contig ID 


12651 1.R1084 


5 •-most EST 


uC-osflcypl26a05bl 


Method 


BLASTN 


NCBI GI 


g6016845 


BLAST score 


98 


E value 


1.0e-47 


Ma t~ r^Vi ") pnrrTh 
lid L- 011 icily L.11 


173 


% identity 


77 


NCBI Description 


Oryza sativa genomic DNA, chromosome 1, clone: P0711E10 


Seq. No. 


388711 


Contig ID 


12651 2.R1084 


5' -most EST 


LIB3432-042-P2-K1-C2 


Seq. No. 


388712 


Contig ID 


12656 1.R1084 


5 T -most EST 


LIB3432-042-P2-K1-C7 


Seq. No. 


388713 


Contig ID 


12659 1.R1084 


5' -most EST 


LIB34 32-042-P2-K1-D1 



49350 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3540182 

139 

3.0e-12 

77 
63 

(AC004122) 



Unknown protein [Arabidopsis thaliana] 



388714 

12662_1.R1084 

g3106513 
BLASTX 
g4467144 
599 

7.0e-62 

195 

59 

(AL035540) putative phosphatidylinositol synthase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



388715 

12663_1.R1084 
LIB3432-042-P2-K1-D2 



Seq. No. 
Contig ID 
5 r -most EST 



388716 

12664_1.R1084 
LIB3432-042-P2-K1-D3 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388717 

12664_2.R1084 
g286698 

388718 

12664_3.R1084 
LIB347 9-001-Q6-K1-F6 

388719 

12667_1.R1084 

g3445011 

BLASTX 

gl808694 

282 

9.0e-25 

87 
66 

(Y10787) hypothetical protein [Sporobolus stapfianus] 
388720 

12667_3.R1084 

g2310841 

BLASTX 

gl808694 

524 

1.0e-53 

117 

87 

(Y10787) hypothetical protein [Sporobolus stapfianus] 



49351 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388721 

12677JL.R1084 

g428777 

BLASTX 

g3874271 

832 

4.0e-89 

208 
69 

(Z814 67) predicted using Genefinder; Similarity to 
Drosophila UDP-glucose : glycoprotein glucosyltransf erase 
(TR:Q09332); cDNA EST yk250bl0.3 comes from this gene; cDNA 
EST yk250bl0.5 comes from this gene [Caenorhabditis 
elegans] >gi_3876437_emb_CAB04207 . 1_ (Z81516) predicted 
using Genefinder; Similarity to Drosophila 
UDP-glucose: glycoprotein glucosyltransf erase (TR:Q09332) ; 
cDNA EST yk250bl0.3 comes from this gene; cDNA EST 
yk250bl0.5 comes from this gene [Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5 '-most EST 



388722 

12678JL.R1084 
g2800990 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388723 

12687_1.R1084 

g4880972 

BLASTX 

g4519938 

747 

1.0e-106 

391 

58 

(AB019240) RPRlh [Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388724 

12688_1.R1084 

g2311648 
BLASTX 
g3212852 
239 

3.0e-21 

151 

44 

(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



388725 

12690_1.R1084 
uC-osflcyp055h05bl 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



388726 

12693_1.R1084 

LIB3434-034-P1-K1-B12 

BLASTN 

g4733953 

36 

1.0e-10 



49352 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



101 
89 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

388727 

12698JL.R1084 
g702701 



.R1084 

-043-P1-K1-B10 



388728 
12716JL. 
LIB3432- 
BLASTX 
g2262172 
426 

1.0e-41 

126 
66 

(AC002329) predicted protein of unknown function 
[Arabidopsis thaliana] 

388729 

12723_1.R1084 

g287110 

BLASTX 

g3986289 

760 

8.0e-81 

240 
61 

(AB017357) L-Galactono-1, 4-lactone dehydrogenase [Ipomoea 
batatas] 



Seq. No. 


388730 


Contig ID 


12733 1.R1084 


5' -most EST 


LIB3432-043-P1-K1-C6 


Seq. No. 


388731 


Contig ID 


12742 1.R1084 


5' -most EST 


g427600 


Method 


BLASTX 


NCBI GI 


g3461820 


BLAST score 


589 


E value 


2.0e-60 


Match length 


219 


% identity 


57 


NCBI Description 


(AC004138) unknown prot- 


Seq. No. 


388732 


Contig ID 


12743 1.R1084 


5' -most EST 


LIB34 32-043-P1-K1-D4 


Seq. No. 


388733 


Contig ID 


12752 1.R1084 


5 T -most EST 


LIB3433-04 9-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3021357 



49353 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



661 

2.0e-88 

210 

79 

(AJ005082) UDP-galactose 4-epimerase [Cyamopsis 
tetragonoloba] 

388734 

12756_1.R1084 
g4716465 

388735 

12768_1.R1084 

g3768394 

BLASTX 

g5006855 

488 

8.0e-49 

264 

49 

(AF145729) homeo domain leucine zipper protein [Oryza 
sativa] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388736 

12780_1.R1084 
g702916 

388737 

12781_1.R1084 

uC-osroM202020g02bl 

BLASTX 

g6016720 

635 

4.0e-66 

192 

62 

(AC009325) hypothetical protein [Arabidopsis thaliana] 
388738 

12782_1.R1084 

uC-osflM202055f06bl 

BLASTX 

g3335345 

182 

1.0e-17 

63 
76 

(AC004512) Contains similarity to ABC transporter 
gb_16517 90 from Synechocystis sp. gb_D90900. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 



388739 

12784_1.R1084 

LIB3432-043-P1-K1-H12 

BLASTN 

g6063530 

435 



49354 



# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

643 

100 

Oryza sativa genomic DNA, 



chromosome 3, clone : P0043E01 



388740 

12793_1.R1084 

g6024941 

BLASTX 

g5915837 

495 

1.0e-49 

202 

48 

CYTOCHROME P450 71D8 (P450 CP7) >gi_3334 667_emb_CAA71517_ 
(Y10493) putative cytochrome P450 [Glycine max] 



.R1084 

-044-P1-K1-A11 



388741 
12794_1. 
LIB3432- 
BLASTX 
g4680206 
559 

3.0e-57 

159 

74 

(AF114171) hypothetical protein [Sorghum bicolor] 
388742 

12799JL.R1084 

LIB3432-044-P1-K1-A5 

BLASTX 

gl354466 

361 

3.0e-34 

94 

71 

(U52910) Ul snRNP 70K truncated protein [Arabidopsis 
thaliana] >gi_1354468 (U52909) Ul snRNP 70K truncated 
protein [Arabidopsis thaliana] 

388743 

12800_1.R1084 

LIB3432-044-P1-K1-A6 

BLASTX 

gl32580 

275 

3.0e-24 

102 

58 

PROTEIN SYNTHESIS INHIBITOR II (RIBOSOME- INACTIVATING 

PROTEIN II) (RRNA N-GLYCOSIDASE) >gi_723 60_pir RLBH 

protein synthesis inhibitor II - barley 

>gi 225420_prf 1303209A translation inhibitor II [Hordeum 

vulgare var. distichum] 



Seq. No. 



388744 



49355 



Contig ID 


12801 1.R1084 


5' -most EST 


LIB3434-010-P1-K1-E12 


Seq. No. 


388745 


Contig ID 


12826 1.R1084 


5 '-most EST 


g568426 


Method 


BLASTX 


NCBI GI 


g3043612 


BLAST score 


221 


E value 


1.0e-17 


Match length 


197 


% identity 


37 


NCBI Description 


(AB011116) KIAA0544 pr< 


Seq. No. 


388746 


Contig ID 


12843 1.R1084 


5 1 -most EST 


LIB3432-044-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4803944 


BLAST score 


225 


E value 


3.0e-18 


Match length 


66 


% identity 


61 


NCBI Description 


(AC006264) putative C2- 




[Arabidopsis thaliana] 


Seq. No. 


388747 


Contig ID 


12845 1.R1084 


5' -most EST 


LIB34 32-04 4-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g5091545 


BLAST score 


175 


E value 


2.0e-12 


Match length 


69 



(prosite: PD0C00380) 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 

(AC007067) T10O24.14 [Arabidopsis thaliana] 
388748 

12850_1.R1084 

LIB3432-044-P1-K1-F2 

BLASTX 

g2911067 

963 

1.0e-116 

284 
76 

(AL021960) UV-damaged DNA-binding protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



388749 

12853_1.R1084 

LIB34 32-04 4-P1-K1-F6 

BLASTX 

g3123295 

158 

1.0e-10 

46 



49356 



% identity 

NCBI Description 



59 

CALMODULIN- RELATE D PROTEIN 2, TOUCH-INDUCED >gi_2583169 
(AF026473) calmodulin-related protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388750 

12859_1.R1084 

LIB3433-040-P1-K1-D5 

BLASTX 

g3367596 

673 

2.0e-70 

182 

70 

(AL031135) putative protein [Arabidopsis thaliana] 
388751 

12860_2.R1084 
LIB3432-044-P1-K1-G2 

388752 

12863__1.R1084 

g5004280 

BLASTX 

g3540183 

602 

1.0e-115 

320 

63 

(AC004122) Highly Similar to branched-chain amino acid 
aminotransferase [Arabidopsis thaliana] 

388753 

12863_2.R1084 

g2312897 

BLASTX 

g2827709 

297 

2.0e-29 

104 

73 

(AL021684) predicted protein [Arabidopsis thaliana] 
388754 

12864JL.R1084 
g287133 



388755 

12868_1.R1084 

g5004458 

BLASTX 

g5912424 

541 

4.0e-55 

154 

72 

(AJ242970) BTF3b-like 



factor [Arabidopsis thaliana] 



49357 



Seq. No. 

Contig ID 
5 1 -most EST 



388756 

12871JL.R1084 
LIB3432-044-P1-K1-H12 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



388757 

12888JL.R1084 

LIB3432-045-P1-K1-B10 

BLASTX 

g4432844 

298 

7.0e-27 

143 

41 

(AC006283) unknown protein [Arabidopsis thaliana] 
388758 

12892_1.R1084 
LIB3432-045-P1-K1-B3 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



388759 

12893_1.R1084 
g3768237 

388760 

12904_1.R1084 
LIB3432-045-P1-K1-C4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



388761 

12908_1.R1084 

LIB34 32-045-P1-K1-C9 

BLASTX 

g5453607 

490 

4 ,0e-49 

134 
69 

chaperonin containing TCP1, subunit 7 (eta); CCT-eta 
>gi_3041738__sp_Q99832_TCPH_HUMAN T-COMPLEX PROTEIN 1, ETA 
SUBUNIT (TCP-1-ETA) (CCT-ETA) (HIV-1 NEF INTERACTING 
PROTEIN) >gi__2559010 (AF026292) chaperonin containing 
t-complex polypeptide 1, eta subunit; CCT-eta [Homo 
sapiens] 

388762 

12911JL.R1084 

LIB34 32-045-P1-K1-D11 

BLAST N 

g5734616 

384 

0. 0e+00 

440 

97 

Oryza sativa genomic DNA, chromosome 6, clone : P0538C01 
388763 

12913 1.R1084 



49358 



5 f -most EST 


g5005531 


Seq. No. 


388764 


Contig ID 


12917 1.R1084 


5' -most EST 


LIB3432-045-P1-K1-D7 


Seq. No. 


388765 


Contig ID 


12923 1.R1084 


5 T -most EST 


LIB3432-045-P1-K1-E2 


Seq. No. 


388766 


Contig ID 


12944 1.R1084 


5' -most EST 


g3759061 


Seq. No. 


388767 


Contig ID 


12945 1.R1084 


5 T -most EST 


LIB3432-045-P1-K1-G8 


Seq. No. 


388768 


Contig ID 


12948 1.R1084 


5 1 -most EST 


g2442706 


Method 


BLASTX 


NCBI GI 


g3386621 


BLAST score 


793 


E value 


2.0e-84 


Match length 


224 


% identity 


68 


NCBI Description 


(AC004 665) unknown p 


Seq. No. 


388769 


Contig ID 


12954 1.R1084 


5 '-most EST 


g4715677 


Method 


BLASTX 


NCBI GI 


g4646206 


BLAST score 


1638 


E value 


0.0e+00 


Match length 


403 


% identity 


76 


NCBI Description 


(AC007230 ) Contains 



from Homo sapiens. ESTs gbJT45345, gb_T21086, gb_R90360 f 
gb_T20468, gb_T45191 and gb_AI100459 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388770 

12961_1.R1084 

LIB3432-04 6-P1-K1-A2 

BLASTX 

g6091763 

214 

7.0e-17 

63 
63 

(AC009327) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



388771 

12964_1.R1084 
uC-osflcypl75h03bl 



49359 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g4538929 

201 

5.0e-15 

192 
43 

(AL049483) 



putative nucleic acid binding protein 



[Arabidopsis thaliana] 
388772 

12967J..R1084 

LIB3432-04 6-P1-K1-B11 

BLASTX 

g4539417 

449 

2.0e-44 

120 
66 

(AL049171) putative protein [Arabidopsis thaliana] 
388773 

12967^2. R1084 

g3761028 

BLASTX 

g4539417 

247 

8.0e-30 

99 
63 

(AL04 9171) putative protein [Arabidopsis thaliana] 



388774 

12969JL.R1084 

uC-osflM202095bl2bl 

BLASTX 

g3935141 

565 

1.0e-57 

348 
38 

(AC005106) T25N20.5 



[Arabidopsis thaliana] 



.R1084 

-G26-P1-K1-A1 



388775 
12972 JL 
LIB3432- 
BLASTX 
g4335771 
238 

3.0e-40 

127 

72 

(AC006284) unknown protein [Arabidopsis thaliana] 
388776 

12973JL.R1084 
g2801082 



49360 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



388777 

12974JL.R1084 
uC-osflcyp082b03bl 

388778 

12975_1.R1084 

LIB3432-046-P1-K1-B9 

BLASTX 

g6006872 

333 

7.0e-31 

131 

(AC009540) s-syntaxin-like protein [Arabidopsis thaliana] 
388779 

12976_1.R1084 

uC-osroM202018f08bl 

BLASTX 

g6056196 

320 

2.0e-40 

267 

35 

(AC009400) unknown protein [Arabidopsis thaliana] 
388780 

12985_1.R1084 

LIB34 32-04 6-P1-K1-C8 

388781 

12987_1.R1084 

g2312919 

BLASTX 

g3142331 

232 

9.0e-19 

192 

33 

(U97327) calcyclin binding protein [Mus musculus] 
388782 

12993_1.R1084 

LIB3477-011-P1-K1-G4 

BLASTX 

g4204265 

428 

5.0e-42 

194 
47 

(AC005223) 45643 [Arabidopsis thaliana] 
388783 

12998_1.R1084 

LIB3474-001-P1-K1-E3 

BLASTX 

g4567286 



49361 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1483 

1.0e-165 

462 
64 

(AC006841) putative coatomer alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388784 

12998_2.R1084 

g427702 

BLASTX 

g3367534 

516 

5.0e-63 

190 
66 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens, ^-^^ 
thaliana] 



[Arabidopsis 



388785 

12998_3.R1084 

LIB347 9-001-Q6-K1-A12 

BLASTX 

g3367534 

182 

2.0e-13 

42 
74 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



388786 

12999_1.R1084 

g571947 

BLASTX 

g4337025 

947 

1.0e-169 

468 
63 

(AF123253) AIM1 protein [Arabidopsis thaliana] 
>gi_4972047_emb_CAB43915.1_ (AL078470) AIM1 protein 
[Arabidopsis thaliana] 

388787 

13023JL.R1084 

g2280993 

BLASTX 

g4510363 

642 

6.0e-67 

134 

87 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



49362 



Seq. No. 
Contig ID 
5 T -most EST 



388788 

13026J..R1084 

LIB34 32-04 6-P1-K1-G3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388789 

13029JL.R1084 

uC-osflcypl52al0bl 

BLASTX 

g3850823 

234 

4.0e-19 

89 
60 

(Y18351) U2 snRNP auxiliary factor, large subunit 
[Nicotiana plumbaginif olia] 



388790 

13038_2. R1084 

g703016 

BLASTX 

g2213621 

183 

1.0e-13 

99 
38 

(AC000103) F21J9, 



26 [Arabidopsis thaliana] 



388791 

13052JL.R1084 
g4715364 

388792 

13056J..R1084 

LIB3477-003-P1-K1-E1 

BLASTX 

g!13178 

273 

9.0e-24 

137 

36 

ACYLAMINO-AC ID- RELEASING ENZYME 
(APH) (ACYLAMINOACYL-PEPTIDASE) 

acylaminoacyl-peptidase (EC 3.4. 
(J04733) acyl-peptide hydrolase 



(ACYL- PEPTIDE HYDROLASE) 

>gi_91923_pir S07624 

19.1) - rat >gi_202932 
[Rattus norvegicus] 



388793 

13076JL.R1084 

uC-osroM202003c06a2 

BLASTX 

g4758922 

187 

2.0e-28 

251 
35 

phosphatidylinositol glycan, class L 
>gi 4239986 dbj BAA74775.1 (AB017165) 



PIG-L [Homo sapiens] 



49363 



€> 



Seq. No. 


388794 


Contig ID 


13094 1.R1084 


5 ' -most EST 


uC-osflcypl72gllbl 


Method 


BLASTX 


NCBI GI 


g5524756 


BLAST score 


763 


E value 


1.0e-123 


Match length 


242 


% identity 


47 


NCBI Description 


(AJ243528) putative glyoxalase I [Triticum aestivum 


Seq. No. 


388795 


Contig ID 


13096 1.R1084 


5 1 -most EST 


LIB34 32-052-P1-K1-D11 


Seq. No. 


388796 


Contia ID 


13105 1.R1084 


5' -most EST 


LIB3432-04 9-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2911358 


BLAST score 


180 


E value 


7.0e-13 


Match length 


49 


% identity 


71 


NCBI Description 


(AF041043) NADPH HC toxin reductase [Zea mays] 


Seq. No. 


388797 


Contia ID 


13114 2.R1084 


S'-mnqt EST 


g50034~76 


Seq. No. 


388798 


Contia ID 


13114 3.R1084 


R'--moqt EST 


g2801142 


Qpirr No 


388799 


Contia ID 


13116 1.R1084 


5' -most EST 


g3768682 


Seq. No. 


388800 


Contia ID 


13116 2.R1084 


5 '-most EST 


LIB3432-04 9-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g4803951 


BLAST score 


984 


F. value 


1. 0e-128 


M^toh 1 print h 


307 


% identity 


69 


NCBI Description 


(AC006202) unknown protein [Arabidopsis thaliana] 


Seq. No. 


388801 


Contig ID 


13124 1.R1084 


5' -most EST 


g428485 


Method 


BLASTX 


NCBI GI 


g2342683 


BLAST score 


449 


E value 


2.0e-44 



49364 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



232 
43 

(AC000106) Contains similarity to Bos beta-mannosidase 
(gb_U46067) . [Arabidopsis thaliana] 

388802 

13125_JL.R1084 

LIB3434-021-P1-K1-G12 

BLASTX 

gl709129 

1230 

1.0e-135 

249 

90 

GLYCOGEN SYNTHASE KINASE-3 HOMOLOG MSK-3 

>gi 481018_pir S37642 protein kinase MSK- 

alfalfa >gi_31314 8_emb_CAA484 72_ (X68409) 
[Medicago sativa] 

388803 

13131_1.R1084 
LIB3432-050-P1-K1-C4 



■3 (EC 2.7.1.-) 

protein kinase 



.R1084 

-050-P1-K1-B9 



388804 
13133_1. 
LIB3432- 
BLASTX 
g4415931 
782 

3.0e-83 

217 

68 

(AC006418) unknown protein [Arabidopsis thaliana] 

>gi 4559393_gb_AAD23053.1_AC006526_18 (AC006526) unknown 

protein [Arabidopsis thaliana] 

388805 

13141_1.R1084 

uC-osflM202098e04bl 

BLASTX 

g3913791 

973 

1.0e-106 

231 
79 

GLUTAMATE — CYSTEINE LIGASE PRECURSOR 

{ GAMMA- GLUTAMYLCYSTE I NE SYNTHETASE) (GAMMA- ECS) (GCS) 
>gi 2407615 (AF017983) gamma-glutamylcysteine synthetase 
[Lycopersicon esculentum] 

388806 

13141_2.R1084 

g4879008 

BLASTX 

g3913791 

801 

3.0e-99 



49365 



Match length 

% identity 

NCBI Description 



194 
91 

GLUTAMATE — CYSTEINE LIGASE PRECURSOR 

(GAMMA-GLUTAMYLCYSTEINE SYNTHETASE) (GAMMA- ECS) (GCS) 
>gi_2407615 (AF017983) gamma-glutamylcysteine synthetase 
[Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



388807 

13145_2.R1084 

LIB3432-050-P1-K1- 

BLASTX 



■Dl 



NCBI GI 


g5824665 


BLAST score 


324 


E value 


8.0e-30 


Match lencrth 


142 


% identity 


47 


NCBI Description 


(AL110479) predicted using Genefinder; preliminary 


prediction [Caenorhabditis elegans] 


Seq. No. 


388808 


Contig ID 


13147 1.R1084 


5 T -most EST 


LIB3432-050-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4538903 


BLAST score 


160 




2 .0e-10 




90 


% identity 


39 


NCBI Description 


(AL04 9482) putative protein [Arabidopsis thaliana] 




388809 

J u u U V ^ 


font" ~i rr TD 


13162 1.R1084 


S f -mo^t F.ST 

*J ILLUiS L. LiiJ J. 


LIB3477-003-P1-K1-G8 


Seq. No. 


388810 


font" in T D 


13164 1.R1084 


5' -most EST 


LIB3433-007-Q6-K1-E9 


Clprr Ma 


388811 

*J \J \J \J -I- -L 


Contig ID 


13165 1.R1084 


5 '-most EST 


g427211 


Seq. No. 


388812 


Contig ID 


13169 1.R1084 


5 '-most EST 


g3767174 


Seq. No. 


388813 


Contig ID 


13176 1.R1084 


5' -most EST 


g568550 


Method 


BLASTX 


NCBI GI 


g3342800 


BLAST score 


657 


E value 


5.0e-69 


Match length 


132 


% identity 


96 


NCBI Description 


(AF061837) putative cytosolic 6-phosphogluconate 




dehydrogenase [Zea mays] 



49366 



ft 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388814 

13176_2.R1084 

g3090472 

BLASTX 

g3342802 

586 

7.0e-61 

193 
76 

(AF061838) putative cytosolic 6-phosphogluconate 
dehydrogenase [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 



388815 

13188JL.R1084 
LIB3433-060-P1-K1-H8 



Seq. No. 
Contig ID 
5' -most EST 



388816 

13198_1.R1084 
LIB3432-051-P1-K1-B1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388817 

13204_1.R1084 

LIB3432-051-P1-K1-B4 

BLASTX 

g3152582 

272 

1.0e-23 

71 

66 

(AC002986) YUP8H12R.20 [Arabidopsis thaliana] 
388818 

13209JL.R1084 

LIB3432-051-P1-K1-B9 

BLASTX 

g4468980 

766 

1.0e-81 

191 
72 

(AL035605) f ormamidase-like protein [Arabidopsis thaliana] 
388819 

13212_1.R1084 

g2443071 

BLASTX 

g2959370 

275 

1.0e-23 

132 
39 

(AL022117) hypothetical protein [Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5' -most EST 



388820 

13220JL.R1084 

g2427679 



49367 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl877480 

270 

8.0e-50 

184 

65 

(U89270) 



short-chain alcohol dehydrogenase [Tripsacum 



dactyloides] 
388821 

13226_1.R1084 

LIB3432-051-P1-K1-D6 

BLASTX 

g3152605 

343 

4.0e-37 

141 

60 

(AC004482) hypothetical protein [Arabidopsis thaliana] 
388822 

13229_1.R1084 

LIB3432-051-P1-K1-D9 

BLASTX 

g4519671 

353 

5.0e-33 

127 

61 

(AB017693) transfactor [Nicotiana tabacum] 
388823 

13232_1.R1084 

uC-osflcyp017f02bl 

BLASTX 

g399333 

206 

1.0e-22 

81 
68 

CYSTEINE SYNTHASE, CHLOROPLAST PRECURSOR (O-ACETYLSERINE 
SULFHYDRYLASE) (O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 

>gi_322740_pir A43407 cysteine synthase (EC 4.2.99.8) 

precursor - pepper >gi_17 944_emb__CAA4 608 6_ (X64874) 
O-acetylserine (thiol) -lyase [Capsicum annuum] 

388824 

13238JL.R1084 

LIB3432-051-P1-K1-E7 

BLASTX 

g3786005 

428 

6.0e-42 

104 
46 

(AC0054 99) putative phosphoethanolamine 
cytidylyltransferase [Arabidopsis thaliana] 



49368 



o • 



Seq. No. 


388825 


Contig ID 


13240 1.R1084 


5 T -most EST 


LIB3433-025-P1-K1-B3 


H ft r 1 _ 1 

Method 


BLASTX 


NCBI GI 


g2832717 


BLAST score 


1463 


E value 


0. 0e+00 


Match length 


372 


% identity 


95 


NCBI Description 


(AJ003114) alkaline/neutral invertase [Lolium temulentum] 


Seq. No. 


388826 


Contig ID 


13244 1.R1084 


5' -most EST 


LIB34 32-051-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g5107829 


BLAST score 


610 


E value 


3.0e-63 


Match length 


146 


% identity 


73 


NCBI Description 


(AF149413) contains similarity to several Arabidopsis 




thaliana hypothetical proteins including GB:U95973 and 




GB:AC002392 


Seq. No. 


388827 


Contig ID 


13245 1.R1084 


5 1 -most EST 


LIB3432-051-P1-K1-F4 


Seq. No. 


388828 


Contig ID 


13257 1.R1084 


5 T -most EST 


uC-osflcypl23bllbl 


Method 


BLASTX 


NCBI GI 


g2104681 


BLAST score 


178 


E value 


2.0e-12 


Match length 


170 


% identity 


44 


NCBI Description 


(X97 907) transcription factor [Vicia faba] 


Seq. No. 


388829 


Contig ID 


13258 1.R1084 


5' -most EST 


LIB3432-051-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


g4959460 


BLAST score 


35 


E value 


1.0e-09 


Match length 


35 


% identity 


38 


NCBI Description 


Zea maVS RACB small GTP bindina nrnfpin mRNA rnmnl &t<=> nr\< 


Seq. No. 


388830 


Contig ID 


13267 1.R1084 


5 f -most EST 


LIB3433-025-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl669341 


BLAST score 


233 



49369 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



5.0e-19 

166 
42 

(D45066) AOBP (ascorbate oxidase promoter-binding protein) 
[Cucurbita maxima] 

388831 

13276_1.R1084 
LIB3432-052-P1-K1-A3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388832 

13283_1.R1084 

g3759885 

BLASTX 

g5729708 

635 

5.0e-66 

159 

72 

(AC007927) 
peroxidase 



putative phospholipid hydroperoxide glutathione 
[Arabidopsis thaliana] 



388833 

13283_2.R1084 

LIB3433-005-Q6-K1-A10 

BLASTX 

g5139541 

244 

3.0e-20 

75 
55 

{AJ243308] 
sativum] 



nodulin26-like major intrinsic protein [Pisum 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388834 

13283_3.R1084 

LIB3434-030-P1-K1-B8 

BLASTX 

gl076748 

556 

9.0e-57 

239 
48 

major intrinsic protein - rice >gi__4 4 0869_dbj_BAA04257_ 
(D17443) major intrinsic protein [Oryza sativa] 

388835 

13284_1.R1084 

LIB3432-052-P1-K1-B11 

BLASTN 

g310320 

209 

1.0e-113 

534 
93 

Oryza sativa cytosolic copper/zinc-superoxide dismutase 
(SodCc2) gene, complete cds 



49370 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388836 

13289JL.R1084 
g3768625 

388837 

13291_1.R1084 

g427347 

BLASTX 

g730461 

214 

7.0e-17 

56 

68 

40S RIBOSOMAL PROTEIN YS29A >gi_626904_pir S48503 

ribosomal protein S29.e.A, cytosolic - yeast (Saccharomyces 
cerevisiae) >gi_287 628_dbj_BAA03507_ (D14676) ribosomal 
protein YS29 [Saccharomyces cerevisiae] >gi_625108 (U19729) 
Ylr388wp [Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



388838 

13291_2.R1084 

LIB3434-042-P1-K1-C12 

BLASTX 

g730461 

201 

2.0e-15 

52 
69 

40S RIBOSOMAL PROTEIN YS29A >gi_62 6904_pir S48503 

ribosomal protein S29.e,A, cytosolic - yeast (Saccharomyces 
cerevisiae) >gi_287 628__dbj_BAA03507__ (D14676) ribosomal 
protein YS29 [Saccharomyces cerevisiae] >gi_625108 (U19729) 
Ylr388wp [Saccharomyces cerevisiae] 

388839 

13296_1.R1084 
LIB3432-052-P1-K1-C12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



388840 

13299_1.R1084 

LIB3432-003-P1-K1-H2 

BLASTX 

g3261775 

340 

7.0e-32 

137 

46 

(Z95584) hypothetical protein Rvll65 [Mycobacterium 
tuberculosis] 

388841 

13300JL.R1084 

LIB3477-010-P1-K1-H7 

BLASTX 

g2462826 

488 



49371 



E value 


7.0e-49 


Match length 


272 


% identity 


38 


NCBI Description 


(AF000657) unknown protein [Arabidopsis thaliana] 


Seq. No. 


388842 


Contig ID 


13302 1.R1084 


5 1 -most EST 


g3760349 


Method 


BLASTX 


NCBI GI 


g6041803 


BLAST score 


204 


E value 


2.0e-15 


Match length 


128 


% identity 


43 


NCBI Description 


(AC009755) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


388843 


Contig ID 


13315 1.R1084 


5 T -most EST 


LIB34 33-035-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2880047 


BLAST score 


770 


E value 


9.0e-82 


Match length 


305 


% identity 


50 


NCBI Description 


(AC002340) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388844 

13327_1.R1084 

g427855 

BLASTX 

g4426627 

658 

8.0e-69 

131 

86 

(AF099969) sterol-C5 { 6) -desaturase homolog [Nicotiana 
t aba cum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388845 

13336_1.R1084 

g427652 
BLASTX 
g5306242 
213 

3.0e-20 

60 

80 

(AC006438) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



388846 

13340_1.R1084 

LIB3433-051-P1-K1-B11 

BLASTX 

g4504909 

407 

3.0e-39 



49372 



Match length 234 
% identity 35 

NCBI Description karyopherin {import in) beta 3 >gi_2102696 (U72761) 
karyopherin beta 3 [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388847 

13341J..R1084 

LIB3432-052-P1-K1-G3 

BLASTX 

g3193301 

604 

2.0e-62 

223 
57 

(AF069298) Arabidopsis putative chloroplast outer envelope 
86-like protein T10P11.19 (GB: AC002330) [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1084 

-052-P1-K1-H3 



388848 
13350_1. 
LIB3432- 
BLASTX 
g3128234 
759 

6.0e-81 

160 
86 

(AC004077) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



388849 

13354_1.R1084 
uC-osflcyp051gllbl 



Seq. No. 


388850 


Contig ID 


13362 1.R1084 


5' -most EST 


g569872 


Method 


BLASTX 


NCBI GI 


g4106395 


BLAST score 


786 


E value 


6.0e-85 


Match length 


188 


% identity 


78 


NCBI Description 


(AF073744) raffinose synthase [Cucumis sativus] 


Seq. No. 


388851 


Contig ID 


13366 1.R1084 


5' -most EST 


LIB3433-037-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2765140 


BLAST score 


828 


E value 


1.0e-88 


Match length 


211 


% identity 


70 


NCBI Description 


(Y11931) l-phosphatidylinositol-4, 5-bisphosphate 



phosphodiesterase [Nicotiana rustica] 



Seq. No. 



388852 



49373 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Method 
NCBI GI 



13376JL.R1084 
g2796914 

388853 

13380JL.R1084 

LIB3474-012-P1-K1-G4 

BLASTX 

gl001449 

167 

1.0e-ll 

80 
44 

(D63999) hypothetical protein [Synechocystis sp.] 



388854 

13390JL.R1084 

g699737 

BLASTX 

g3941289 

835 

3.0e-89 

269 
58 

(AF018093) similarity to SCAMP37 



[Pisum sativum] 



388855 

13398_1.R1084 

uC-osroM202018b06bl 

BLASTX 

g2149640 

1237 

1.0e-137 

281 

86 

(U91995) Argonaute protein [Arabidopsis thaliana] 
>gi_57338 67_gb_AAD4 9755.1_AC007 932__3 (AC007 932) Identical 
to gb_U91995 Argonaute protein from Arabidopsis thaliana. 
ESTs gb_H76075, gb_AA720232, gb_N65911 and gb_AA651494 come 
from this gene 



..R1084 
-056-P1-K1-B10 



388856 
13406JL 
LIB3432- 
BLASTX 
g2731443 
195 

1.0e-14 

99 
42 

(U96923) [prot= cDNA of the glycoamidase gene [Aspergillus 
niger] 

388857 

13407_1.R1084 

LIB3433-038-P1-K1-D4 

BLASTX 

g!15587 



49374 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1126 

1.0e-178 

351 
89 

PHOS PHOENOL P YRUVAT E CARBOXYLASE 1 (PEPCASE) (CP21) 

>gi_418801_pir S31159 phosphoenolpyruvate carboxylase (EC 

4.1.1.31} CP21 - sorghum >gi_21630_emb_CAA39197_ (X55664) 
phosphoenolpyruvate carboxylase [Sorghum bicolor] 
>gi_22615_emb_CAA4 6267_ (X65137) phosphoenolpyruvate 
carboxylase [Sorghum bicolor] 



Sea No 


388858 


Contia ID 


13408 1 R1084 


5' -most EST 


LIB3432-057-P1-K1-F11 


i. ICT L. 1 1UU. 




KfpRT (IT 




BLAST score 


322 


F 1 . vp^ 1 np 

I— t V u J. UU 


2 Oe-29 


Match length 


209 


% identity 


30 




fAPn04fift1^ h\/nn1-hpt- i ra 1 nrni-^-i n 


O tr . IN w • 


JOOO 


^Olltig J.JJ 


1 ^4flQ 0 R1 fl£A 


Ej » -ryinqj- F 9 T 


11 f_Aqr'nM?n?n^fl3 f|Ra1 


O tr • IN \J . 


jOOODU 


font i a TD 


13411 1 R1084 


5 ' -most EST 


uC-osflM20204 8gl0bl 


Method 


BLASTX 


NCBI GI 


g4239845 


BLAST score 


1002 


F. 1 np 


1 Op-1 OQ 


Match Ipncrth 


236 




81 


NCBI Description 


(AB015855) transcription factor 1 


uCU • V* KJ * 




Contia ID 


13412 1 R1084 


5' -most EST 


LIB34^2-056-Pl-Kl-B5 


Method 


BLASTX 


NCBI GI 


g4996842 


BLAST score 


347 


E value 


2.0e-32 


Match length 


139 


% identity 


47 


NCBI Description 


(AB027501) Dcarg-1 [Daucus carot, 


Seq. No. 


388862 


Contig ID 


13419 1.R1084 


5 1 -most EST 


uC-osflcypl53e04bl 


Method 


BLASTX 


NCBI GI 


g4530611 


BLAST score 


700 


E value 


1.0e-138 


Match length 


319 


% identity 


81 



49375 



NCBI Description (AF134552) serine/threonine protein phosphatase PP2A-2 
catalytic subunit [Oryza sativa subsp. indica] 



Seq. No. 


388863 


Contig ID 


13419 2.R1084 


5 '-most EST 


g2800539 


Seq. No. 


388864 


Contig ID 


13446 1.R1084 


5 1 -most EST 


LIB3432-056-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g5725443 


BLAST score 


432 


E value 


2.0e-42 


Match length 


159 


% identity 


62 


NCBI Description 


(AL109787) putative protein [Arabidopsis thaliana] 


Seq. No. 


388865 


Contig ID 


13447 1.R1084 


5' -most EST 


g3445012 


Seq. No. 


388866 


Contig ID 


13449 1.R1084 


5 f -most EST 


LIB3433-039-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4314378 


BLAST score 


541 


E value 


5.0e-55 


Match length 


233 


% identity 


44 


NCBI Description 


(AC006232) putative lipase [Arabidopsis thaliana] 




>gi 5306262 gb AAD41994.1 AC006233 5 (AC006233) pu 




lipase [Arabidopsis thaliana] 


Seq. No. 


388867 


Contig ID 


13452 1.R1084 


5 '-most EST 


LIB3432-056-P1-K1-F11 


Seq. No. 


388868 


Contig ID 


13453 1.R1084 


5 '-most EST 


LIB3432-056-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3451072 


BLAST score 


579 


E value 


2. Oe-59 


Match length 


155 


% identity 


67 


NCBI Description 


(AL031326) putative protein [Arabidopsis thaliana] 


Seq. No. 


388869 


Contig ID 


13458 1.R1084 


5 '-most EST 


g571573 


Method 


BLASTX 


NCBI GI 


g4566505 


BLAST score 


222 


E value 


2.0e-37 



49376 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



109 
68 

(AF102868) beta-D-glucan exohydrolase isoenzyme Exol 
[Hordeum vulgare] 

388870 

134 62JL.R1084 
uC-osroM202001h05bl 

388871 

13469JL.R1084 

g2799994 

BLASTX 

g5922624 

257 

8.0e-22 

85 

68 

(AP000492) ESTs C97742 (C62458 ) , AU078102 (C62458 ) correspond 
to a region of the predicted gene.; similar to syntaxin 
related protein AtVam3p (U88045) [Oryza sativa] 
>gi_6016857__dbj_BAA85200.1_ (AP000570) ESTs 
C97742(C62458),AU078102(C62458) correspond to a region of 
the predicted gene.; Similar to syntaxin related protein 
AtVam3p (U88045) [Oryza sativa] 

388872 

13469^2. R1084 

g5039039 

BLASTX 

g5922624 

1126 

1.0e-123 

258 

90 

(AP000492) ESTs C97742 (C62458 ) , AU078102 (C62458 ) correspond 
to a region of the predicted gene.; similar to syntaxin 
related protein AtVam3p (U88045) [Oryza sativa] 
>gi_6016857_dbj_BAA85200.1_ (AP000570) ESTs 
C97742(C62458) / AU078102(C62458) correspond to a region of 
the predicted gene.; Similar to syntaxin related protein 
AtVam3p (U88045) [Oryza sativa] 

388873 

13474_1.R1084 

LIB3432-056-P1-K1-H10 

BLASTX 

g5042155 

273 

6.0e-24 

74 
72 

(AL078620) putative protein [Arabidopsis thaliana] 
388874 

13480JL.R1084 
uC-osroM202008el0al 



49377 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g3879734 

368 

1.0e-34 

230 
39 

(Z93388) predicted using Genefinder; cDNA EST EMBL:D70912 
comes from this gene; cDNA EST EMBL:D73452 comes from this 
gene; cDNA EST EMBL:D71574 comes from this gene; cDNA EST 
EMBL:D74229 comes from this gene; cDNA EST EMBL : D7 

388875 

13483_1.R1084 

uC-osroM202018a06bl 

BLASTX 

gl351904 

778 

1.0e-135 

294 
89 

B I FUNCT I ONAL AS PART OKI NASE/ HOMO SERINE DEHYDROGENASE 1, 
CHLOROPLAST PRECURSOR (AK-HD 1) (AK-HSDH 1) [INCLUDES: 
AS PART OKI NASE ; HOMOSERINE DEHYDROGENASE ] >gi_500851 
(L33912) aspartate kinase-homoserine dehydrogenase [Zea 
mays] 

388876 

13484_1.R1084 
LIB3432-056-P1-K1-H9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388877 

13489_1.R1084 

LIB3477-007-P1-K1-H12 

BLASTN 

g5441876 

43 

1.0e-14 

87 
94 

Oryza sativa genomic DNA, chromosome 2, clone : P0437H03 
(contig b) 

388878 

13490_1.R1084 

g2800108 

BLASTX 

gl23530 

156 

8.0e-10 

172 

2 

HISTIDINE-RICH GLYCOPROTEIN PRECURSOR >gi_72 4 00__pir KGZQHL 

histidine-rich glycoprotein precursor - Plasmodium lophurae 
>gi_9999_emb_CAA25698_ (X014 69) histidine-rich protein 

[Plasmodium lophurae] >gi__224316_prf 1101401A protein, His 

rich [Plasmodium sp.] 



49378 



Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388879 

13499JL.R1084 
uC-osflcypl39hl2al 

388880 

13509_1.R1084 
g4969036 

388881 

13510J..R1084 

LIB3432-057-P1-K1-C12 

BLASTX 

gl709804 

377 

6.0e-70 

201 
72 

26S PROTEASE REGULATORY SUBUNIT S10B (P44) (CONSERVED 
AT PAS E DOMAIN PROTEIN 44) >gi_10454 97 (U36395) conserved 
ATPase domain protein 44 [Spermophilus tridecemlineatus ] 
>gi_2213932 (AF006305) 26S proteasome regulatory subunit 
[Homo sapiens] 



Sea No 


388882 

\J \J KJ \J 


Contia ID 

\*J JL 1 \~ JL u JL Lv 


13512 1 R1084 

JL O -w* J— JL m -L\ J- \J \J M 




TiTR^4Tv>-0S7 -PI -Kl -r^ 


Mpt hi oH 




NCBI GI 


g6015437 


BLAST score 


36 


E value 


1.0e-10 


Match length 


38 


% identity 


60 


NCBI Description 


Homo sapiens PEX1 mRNA, complete 


Seq. No. 


388883 


Contig ID 


13523 1.R1084 


5 '-most EST 


LIB34 32-057-P1-K1-D4 


Seq. No. 


388884 


Contig ID 


13534 1.R1084 


5' -most EST 


LIB3432-057-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4926827 


BLAST score 


427 


E value 


5.0e-42 


Match length 


150 


% identity 


60 


NCBI Description 


(AC004135) T17H7.12 [Arabidopsis 


Seq. No. 


388885 


Contig ID 


13556 1.R1084 


S'-most EST 


g571762 


Method 


BLASTX 


NCBI GI 


g4567260 


BLAST score 


596 


E value 


1.0e-123 


Match length 


292 



49379 



% identity 

NCBI Description 



76 



(AC006841) putative NADPH dependent mannose 6-phosphate 
reductase [Arabidopsis thaliana] 

>gi_4582440_gb_AAD24825.1_AC007142_3 (AC007142) putative ^ 
NADPH-dependent mannose-6-phosphate reductase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388886 

13564_1.R1084 
LIB3432-057-P1-K1-H7 
BLASTX 
gl00226 
369 

7.0e-35 

170 
45 

hypothetical protein - tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf_1909366A Leu zipper protein 
[Lycopersicon esculentum] 

388887 

13573_1.R1084 

LIB3432-058-P1-K1-A5 

BLASTX 

g2231046 

205 

1.0e-15 

54 

70 

(Y12618) PPF-1 protein [Pisum sativum] 
388888 

13588_1.R1084 
LIB3432-058-P1-K1-B9 



.R1084 

-058-P1-K1-C3 



388889 
13594_1, 
LIB3432- 
BLASTX 
gl352469 
710 

8.0e-75 
177 
8 2 

BETA- FRUCTOFURANOS I DASE , CELL WALL ISOZYME PRECURSOR 
(SUCROSE-6-PHOSPHATE HYDROLASE) ( I N VERT AS E) >gi_736359 

(U17695) invertase [Zea mays] >giJL582380__prf 2118364A 

cell wall invertase [Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



388890 

13595JL.R1084 

g4716399 

BLASTX 

gl32918 

320 

3.0e-29 



49380 



4D 



Match length 

% identity 

NCBI Description 



70 
87 

503 RIBOSOMAL PROTEIN L35, CHLOROPLAST PRECURSOR (CL35) 

>gi 81486 pir A36107 ribosomal protein L35 precursor, 

chloroplast - spinach >gi_170139 (M60449) ribosomal protein 
L35 [Spinacia oleracea] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388891 
13601_1 
LIB3432 
BLASTX 
g6056199 
283 

5.0e-40 

173 

49 

(AC009400) 



R1084 
058-P1-K1- 



•Dl 



unknown protein [Arabidopsis thaliana] 



388892 

13604_1.R1084 

uC-osrocyp036b03bl 

BLASTX 

g2244898 

996 

1.0e-108 

209 
8 9 

(Z97338) phosphatase like protein [Arabidopsis thaliana] 
388893 

13605_1.R1084 

uC-osflcyp!7 5c04bl 

BLASTX 

g3873647 

254 

2.0e-21 

182 

35 

(Z71177) Similarity with 39.2kd yeast protein (Swiss Prot 
accession number P42836) [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



388894 

13608JL.R1084 

LIB3432-058-P1-K1-D5 

BLASTX 

g3080425 

609 

6.0e-85 

185 

86 

(AL022604) putative protein [Arabidopsis thaliana] 
388895 

13614JL.R1084 

LIB3432-058-P1-K1-E10 

BLASTX 

gll43427 



49381 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



753 

7.0e-80 

195 

77 

(X73961) heat shock protein 70 [Cucumis sativus] 
388896 

13624_1.R1084 

g3763372 
BLASTX 
g6094211 
357 

1.0e-33 

76 
91 

PROBABLE SMALL NUCLEAR RIBONUCLEOPROTEIN G (SNRNP-G) (SM 
PROTEIN G) >gi_3738322 (AC005170) putative small nuclear 
ribonucleoprotein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388897 

13626_1.R1084 
g2427237 

388898 

13629_1.R1084 

g3761365 

BLASTX 

g5306238 

251 

4.0e-21 

103 
47 

(AC006438) putative cold acclimation protein WCOR413 
[Triticum aestivum] [Arabidopsis thaliana] 

388899 

13635_1.R1084 

g5004178 

BLASTX 

g2213882 

1532 

1.0e-171 

438 
69 

(AF004165) 2-isopropylmalate synthase [Lycopersicon 
pennellii] 

388900 

13655_1.R1084 
gl711291 
BLASTX 
g2924779 



1.0e-118 

296 

73 

(AC002334) 



putative 3-ketoacyl-CoA thiolase [Arabidopsis 



49382 



thaliana] >gi_2 981616_dbj_BAA25248__ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA2524 9_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



388901 

13661JL.R1084 

LIB34 32-002-P1-K1-A5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388902 

13663_1.R1084 

LIB3475-002-P1-K2-H6 

BLAST X 

g3522950 

265 

6.0e-23 

79 

57 

(AC004411) hypothetical protein [Arabidopsis thaliana] 
388903 

13665JL.R1084 

g2431283 

BLASTX 

g4678225 

665 

1.0e-69 

159 
79 

(AC007135) unknown protein [Arabidopsis thaliana] 
388904 

13672_1.R1084 

LIB3432-002-P1-K1-B5 

BLASTX 

g730450 

763 

5.0e-81 

192 

77 

60S RIBOSOMAL PROTEIN L13-2 (COLD INDUCED PROTEIN C24B) 

>gi_48064 9_pir S37134 cold-induced protein BnC24B - rape 

>gi_398922_emb_CAA80343__ (Z22620) cold induced protein 
(BnC24B) [Brassica napus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388905 

13672_2.R1084 

LIB3432-039-P1-K1-G10 

BLASTX 

g730526 

781 

4.0e-83 

197 

76 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_emb_CAA53005__ (X75162) BBC1 protein 



49383 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388906 

13677_1.R1084 

LIB3432-002-P1-K1-C10 

BLASTX 

g4914384 

196 

5.0e-15 

63 

59 

(AC007167) putative APG protein [Arabidopsis thaliana] 
388907 

13678_1.R1084 

LIB3432-002-P1-K1-C12 

BLASTX 

gl215812 

511 

6.0e-53 

146 
72 

(D38170) probenazole-inducible protein PBZ1 [Oryza sativa] 
>gi 2780343_dbj_BAA24277_ (D82066) PBZ1 [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



388908 

13679_1.R1084 

g4880923 

BLASTX 

g3763932 

243 

6.0e-23 

98 

63 

(AC004450) putative protein kinase [Arabidopsis thaliana] 
388909 

13686_1.R1084 
LIB3432-002-P1-K1-D1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



388910 

13689_1.R1084 

LIB3432-002-P1-K1-D3 

BLASTX 

g3297816 

167 

3.0e-ll 

76 
46 

(AL031032) putative protein [Arabidopsis thaliana] 
388911 

13690_1.R1084 

LIB3433-003-Q6-K6-G5 

BLASTX 

g2352925 

450 



49384 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-44 

103 

83 

(AF012864 ) plastidic 3-deoxy-D-arabino-heptulosonate 
7-phosphate synthase 2 [Petroselinum crispum] 

388912 

13697_1.R1084 

g4715816 

BLASTX 

g5903099 

738 

6.0e-78 

266 

51 

(AC008017) Unknown protein [Arabidopsis thaliana] 
388913 

13698_1.R1084 

LIB3432-002-P1-K1-E2 

BLASTX 

g418507 

222 

8.0e-18 

112 

40 

S-ADENOSYLMETHIONINE : 2-DEMETHYLMENAQUINONE 

METHYLTRANSFERASE >gi_541097_pir S40872 hypothetical 

protein fl61 - Escherichia coli >gi_305032 (L19201) 
ORF_fl61 [Escherichia coli] >gi_1336002 (U56082) 
S-adenosylmethionine : 2-demethylmenaquinone 

methyltransferase [Escherichia coli] >gi_1790364 (AE000467) 
menaquinone biosynthesis , unknown [Escherichia coli] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388914 

13704J. 

LIB3475- 

BLASTX 

gl335862 

150 

3.0e-09 

36 
78 

(U42608) 



R1084 
006-P1- 



■K1-F6 



clathrin heavy chain [Glycine max] 



388915 

13726JL.R1084 

uC-osroM202004d05bl 

BLASTX 

g3882215 

182 

6.0e-13 

197 

18 

(AB018290) KIAA0747 protein [Homo sapiens] 



Seq. No, 



388916 



49385 



Contig ID 13726_2 . R1084 

5' -most EST u C-osroM202019gl2bl 

Method BLASTX 

NCBI GI g5701984 

BLAST score 192 

E value 3.0e-14 

Match length 206 

% identity 25 

NCBI Description (AL109734) putative C2 domain family protein 
[Schizosaccharomyces pombe] 




Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388917 

13728JL.R1084 

uC-osf Icypl60g05al 

BLASTX 

g2739382 

288 

1.0e-25 

166 
42 

(AC002505) myo 
thaliana] 



sin heavy chain-like protein [Arabidopsis 



Seq. No. 388918 

Contig ID 13729_1 . R1084 

5' -most EST LIB3432-002-P1-K1-H12 

Method BLASTX 

NCBI GI g4585884 

BLAST score 293 

E value 2.0e-26 

Match length 144 

% identity 4 6 

NCBI Description (AC005850) Hypothetical protein [Arabidopsis thali 

Seq. No. 388919 

Contig ID 13733_1 . R1084 

5' -most EST LIB3432-002-P1-K1-H4 

Method BLASTX 

NCBI GI g3549670 

BLAST score 636 

E value 3.0e-66 

Match length 177 

% identity 71 

NCBI Description (AL031394) putative protein [Arabidopsis thaliana] 



Seq. No. 388920 

Contig ID 13738JL . R1084 

5 1 -most EST g2442876 

Method BLASTX 

NCBI GI g2982245 

BLAST score 382 

E value 2.0e-36 

Match length 131 

% identity 60 

NCBI Description (AF051205) hypothetical protein [Picea mariana] 



Seq. No. 



388921 



49386 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13742JL.R1084 
uC-osrocyp014gllbl 

388922 

13745_1.R1084 

LIB3432-003-P1-K1-A6 

BLASTX 

gll70029 

549 

2.0e-56 

114 

94 

GLUTAMATE-1-SEMIALDEHYDE 2, 1-AMINOMUTASE PRECURSOR (GSA) 
(GLUTAMATE-1 -SEMI ALDEHYDE AMINOTRANSFERASE) (GSA- AT ) 

>gi 10058 l_pir A3578 9 glutamate-l-semialdehyde 

2, 1-aminomutase (EC 5.4.3.8) - barley >gi_506383 (M31545) 
glutamate 1- semi aldehyde aminotransferase [Hordeum vulgare] 

388923 

13758JL.R1084 

LIB3432-003-P1-K1-B9 

BLASTX 

g586858 

255 

8.0e-22 

115 

45 

HYPOTHETICAL 21.4 KD PROTEIN IN DACA-SERS INTERGENIC REGION 

>gi_2127020_pir S66042 hypothetical protein - Bacillus 

subtilis >gi_467402_dbj_BAA05248_ (D26185) unknown 
[Bacillus subtilis] >gi_263227 9_emb_CAB117 88_ (Z99104) 
similar to hypothetical proteins [Bacillus subtilis] 



Seq. No. 


388924 


Contig ID 


13768 1.R1084 


5' -most EST 


LIB3432-003-P1-K1-C9 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


38 


E value 


1.0e-ll 


Match length 


51 


% identity 


67 


NCBI Description 


Homo sapiens PEX1 mRNA, 


Seq. No. 


388925 


Contig ID 


13773 1.R1084 


5' -most EST 


uC-osflcypl61d08bl 


Method 


BLASTX 


NCBI GI 


g2244839 


BLAST score 


234 


E value 


4.0e-19 


Match length 


100 


% identity 


40 


NCBI Description 


(Z97337) hypothetical p 


Seq. No. 


388926 


Contig ID 


13782_1.R1084 



49387 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



LIB3432-003-P1-K1-E11 

BLASTX 

g5669650 

500 

3.0e-50 
226 
46 

(AF096260) 



ER66 protein [Lycopersicon esculentum] 



388927 

13785_1.R1084 

g2798872 

BLASTN 

g619119 

41 

2.0e-13 

41 

100 

Calothrix D253 genomic 



DNA (clone AG5R) 



388928 

13796_1.R1084 

g4714666 

BLASTX 

g4093155 

428 

2.0e-41 

162 

54 

(AF088281) phytochrome-associated protein 1 [Arabidopsis 
thaliana] 

388929 

13796_2.R1084 

g4715467 

BLASTX 

g4093155 

308 

5.0e-30 

155 

50 

(AF088281) phytochrome-associated protein 1 [Arabidopsis 
thaliana] 

388930 

13801_1.R1084 
g701569 

388931 

13803_1.R1084 
LIB3432-003-P1-K1-F9 



Seq. No. 

Contig ID 
5 '-most EST 



388932 

13805_1.R1084 
g4879544 



Seq. No. 



388933 



49388 



o 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13807_1.R1084 

LIB3434-008-P1-K1-F11 

BLASTX 

g5042409 

494 

6.0e-50 

127 
72 

(AC006193) 
thaliana] 



Putative membrane related protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388934 

13820_1.R1084 

uC-osflm202108e01bl 

BLASTX 

g5263320 

599 

4.0e-62 

131 

89 

(AC007727) Similar to gb_M87339 replication factor C, 
37-kDa subunit from Homo sapiens and is a member of 
PF_00004 ATPases associated with various cellular 
activities. [Arabidopsis thaliana] 

388935 

13831_1.R1084 
g428111 

388936 

13833_1.R1084 
g4715415 

388937 

13835_1.R1084 

LIB3432-004-P1-K1-B12 

BLASTX 

gl653767 

680 

2.0e-71 

215 
59 

(D90916) oligopeptidase A [Synechocystis sp.] 
388938 

13842_1.R1084 

LIB3432-004-P1-K1-C11 

BLASTX 

gl33872 

565 

5.0e-58 
146 

81 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CS1) 

>gi_282838_pir S26494 ribosomal protein SI, chloroplast 

spinach >gi_322404_pir A44121 small subunit ribosomal 

protein CS1, CS-S2 - spinach >gi_18060_emb_CAA4 6927_ 



49389 



o 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi 170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 

388939 

13843_1.R1084 

LIB3432-004-P1-K1-C12 

BLASTX 

g5777631 

187 

8.0e-14 

43 

84 

(AJ245900) CAA303719.1 protein [Oryza sativa] 
388940 

13850_1.R1084 

LIB3432-004-P1-K1-D11 

BLASTX 

g3080440 

188 

6.0e-14 

96 
42 

(AL022605) hypothetical protein [Arabidopsis thaliana] 
388941 

13854_1.R1084 
LIB3432-004-P1-K1-D7 

388942 

13856_1.R1084 
g2797434 

388943 

13861_1.R1084 

g426060 

BLASTX 

gl871194 

438 

1.0e-42 

208 
48 

(U90439) DNA binding protein isolog [Arabidopsis thaliana] 
>gi_2335092 (AC002339) putative DNA binding protein 
[Arabidopsis thaliana] 

388944 

13862_1.R1084 

g699944 

BLASTX 

g4835766 

417 

1.0e-40 

132 
63 

(AC007202) Contains similarity to gb_AB017693 transfactor 



49390 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(WERBP-1) from Nicotiana tabacum. ESTs gb_H39299, 
gb_T41875, gb_H38232 and gb_N38325 come from this gene. 
[Arabidopsis thaliana] 

388945 

13869JL.R1084 

uC-osroM202032b04al 

BLASTX 

g5902707 

311 

2.0e-28 

92 
65 

ZEAXANTHIN EPOXIDASE PRECURSOR >gi__2129941_pir S69548 

zeaxanthin epoxidase precursor - curled-leaved tobacco 
>giJL370274_emb_CAA65048_ (X95732) zeaxanthin epoxidase 
[Nicotiana plumbaginif olia] 

388946 

13884_1.R1084 

LIB3432-004-P1-K1-H4 

BLASTX 

gl33028 

485 

8.0e-52 

147 
66 

SOS RIBOSOMAL PROTEIN L9, CHLOROPLAST PRECURSOR (CL9) 

>gi_71257__pir R5MUL9 ribosomal protein L9 precursor, 

chloroplast - Arabidopsis thaliana >gi_164 99_emb_CAA77480_ 
(Z11129) plastid ribosomal protein CL9 [Arabidopsis 
thaliana] >gi_16501_emb_CAA77594_ (Z11509) Chloroplast 
ribosomal protein CL9 [Arabidopsis thaliana] 

388947 

13899_1.R1084 

uC-osflM202095d09bl 

BLASTX 

g4455351 

610 

5.0e-63 

166 

68 

(AL035524) putative protein [Arabidopsis thaliana] 
388948 

13904JL.R1084 

uC-osflcyp062g07al 

BLASTN 

g5042437 

476 

0.0e+00 

585 

83 

Oryza sativa BAC T4 9B20 genomic sequence, complete sequence 



Seq. No. 



388949 



49391 



Contig ID 


13905 1.R1084 


5' -most EST 


g5455328 


Method 


BLASTX 


NCBI GI 


gl70031 


BLAST score 


788 


E value 


1.0e-105 


Match length 


277 


% identity 


68 


NCBI Description 


(M10594) nodulin 35 [Glycine max] 


Seq. No. 


388950 


Contig ID 


13912 1.R1084 


5' -most EST 


g5803503 


Seq. No. 


388951 


Contig ID 


13915 1.R1084 


5 '-most EST 


LIB3433-040-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3249064 


BLAST score 


555 


E value 


1.0e-56 


Match length 


163 


% identity 


67 


NCBI Description 


(AC004473) Strong similarity to t 



-6-phosphate 



contig gb_Z97344. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388952 

13921_1.R1084 

LIB3432-041-P1-K1-E10 

BLASTX 

g3913182 

361 

1.0e-65 

240 
60 

CINNAMYL-ALCOHOL DEHYDROGENASE (CAD) (BROWN-MIDRIB 1 
PROTEIN) >gi_2239258__emb__CAA74070_ (Y13733) cinnamyl 
alcohol dehydrogenase [Zea mays] 



Seq. No. 
Contig ID 
5' -most EST 



388953 

13943_1.R1084 
LIB3432-025-P1-K1-F12 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388954 

13944JL.R1084 

LIB3432-025-P1-K1-F2 

BLASTX 

g2130091 

1092 

1.0e-119 

219 

93 

aspartate aminotransferase - proso millet 
>gi__633095_dbj_BAA08106_ (D45076) plastidic aspartate 
aminotransferase [Panicum miliaceum] 



49392 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



388955 

13954_1.R1084 

LIB3434-045-P1-K1-A7 

BLASTX 

g5777631 

701 

6.0e-74 

207 
68 

(AJ245900) CAA303719.1 protein [Oryza sativa] 
388956 

13958_1.R1084 

uC-osflcypl54f04bl 

BLASTX 

g3183094 

958 

1.0e-104 

215 
85 

ORNITHINE CARBAMOYL T RANS FERAS E PRECURSOR (OTCASE) 
(ORNITHINE T RAN S CARBAM YLAS E ) >gi_971168 (U13684) ornithine 
carbamoyltransf erase [Pisum sativum] 

388957 

13969_1. R1084 

LIB3434-029-P1-K1-G1 

BLASTX 

g4539452 

1390 

1.0e-154 

367 

70 

(AL04 9500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

388958 

13972JL.R1084 
LIB3432-026-P1-K1-A11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388959 

13985_1.R1084 

LIB3433-016-Q6-K6-E1 

BLASTX 

g2459445 

379 

4.0e-36 
213 
32 

(AC002332) 
thaliana] 



putative ribonucleoprotein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



388960 

14008_1.R1084 
LIB3434-060-P1-K1-G9 



Seq. No. 



388961 



49393 



Contig ID 


14018 1.R1084 


5' -most EST 


LIB34 32-02 6-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4538897 


BLAST score 


595 


E value 


1.0e-61 


Match length 


203 


% identity 


55 


NCBI Description 


(AL049482) AXllOP-like protein [Arabidopsis thaliana; 


Seq. No. 


388962 


Contig ID 


14027 1.R1084 


5 1 -most EST 


LIB3432-026-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2795806 


BLAST score 


369 


E value 


3.0e-35 


Match length 


107 


% identity 


64 


NCBI Description 


(AC003674) unknown protein [Arabidopsis thaliana] 


Seq. No. 


388963 


Contia ID 


14032 1.R1084 


5' -most EST 


LIB347 9-009-Q6-K1-D3 


Seq. No. 


388964 


Contig ID 


14034 1.R1084 


5 1 -most EST 


g4879613 


Method 


BLASTX 


NCBI GI 


g2275219 


BLAST score 


590 


F. Vri 1 ne 


8 . 0e-75 


Match length 


280 


% identity 


44 


NCBI Description 


(AC002337) unknown protein [Arabidopsis thaliana] 


Seq. No. 


388965 


Contig ID 


14048 1.R1084 


5' -most EST 


gl632200 


Seq. No. 


388966 


Contig ID 


14052 1.R1084 


5 '-most EST 


LIB3432-026-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g5902363 


BLAST score 


737 


E value 


3. Oe-78 


Match length 


165 


9c i H^ri t" i 1" v 


83 


NCBI Description 


(AC009322) Putative coatomer protein complex, subuni 




2 (beta prime) [Arabidopsis thaliana] 


Seq. No. 


388967 


Contig ID 


14054 1.R1084 


5' -most EST 


LIB3432-026-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g4733959 



49394 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225 

5.0e-18 

75 
61 

(AC007294) putative glucose inhibited division protein A 
[Arabidopsis thaliana] 

388968 

14058_1.R1084 
LIB3474-004-P1-K1-E4 

388969 

14077_1.R1084 

uC-osrocyp015allbl 

BLASTX 

g5903045 

750 

2.0e-79 

180 
79 

(AC008016) Similar to gb_AF108945 signal peptidase 18 kDa 
subunit from Homo sapiens. ESTs gb_H76629, gb_H76949 and 
gb_H7 6216 come from this gene. [Arabidopsis thaliana] 

388970 

14081_1.R1084 

g2427998 

BLASTX 

g3540204 

203 

1.0e-15 

111 

51 

(AC004260) Hypothetical protein [Arabidopsis thaliana] 
388971 

14089_1.R1084 

LIB3432-027-P1-K1-C5 

BLASTX 

g6056385 

376 

6.0e-36 

127 
56 

(AC009894) Unknown protein [Arabidopsis thaliana] 
388972 

14090JL.R1084 

g286605 

BLASTX 

g5903104 

151 

3.0e-09 

92 
36 

(AC008017) Highly similar to non intermediate filament I FA 
binding protein [Arabidopsis thaliana] 



49395 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388973 

14096_1.R1084 

g3760887 

BLASTX 

gl723440 

177 

6.0e-14 

164 

34 

HYPOTHETICAL 35.9 KD PROTEIN C56F8 
>gi_1204230_emb_CAA93579_ (Z69728) 
[Schizosaccharomyces pombe] 



08 IN CHROMOSOME I 
unknown 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388974 

14101_1.R1084 

LIB3432-027-P1-K1-D5 

BLASTX 

g3608412 

346 

2.0e-32 

157 

50 

(AF079355) protein phosphatase-2c [Mesembryanthemum 
crystallinum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388975 

14109_1.R1084 

LIB3432-027-P1-K1-E2 

BLASTN 

g2773153 

61 

2.0e-25 

211 

87 

Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 



and stress-inducible protein 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388976 

14113JL.R1084 

g5003847 

BLASTX 

g2506275 

1052 

1.0e-115 

233 
93 

MITOCHONDRIAL CHAPERONIN HSP60-1 PRECURSOR 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



388977 

14113_2.R1084 

uC-osroM202016a05al 

BLASTX 

g2493646 

869 

2.0e-93 
187 



49396 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 



96 

MITOCHONDRIAL CHAPERONIN HSP60-2 PRECURSOR >gi_309559 
(L21008) chaperonin 60 [Zea mays] >gi_309561 (L21006) 
mitochondrial chaperonin 60 [Zea mays] 

388978 

14116_1.R1084 

LIB3432-027-P1-K1-E9 

BLASTX 

gll43511 

433 

1.0e-55 

123 
92 

(Z47076) Ser/Thr protein phosphatase homologous to PPX 

[Malus domestical >gi_1586034_prf 2202340A Ser/Thr protein 

phosphatase [Malus domestica] 

388979 

14118JL.R1084 
uC-osflm202108g04bl 

388980 

14127JL.R1084 
LIB3432-027-P1-K1-F8 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388981 

14129_1.R1084 
g4716572 

388982 

14148_1.R1084 

g3768533 

BLASTX 

gl769901 

214 

2.0e-21 

107 

55 

(X95737) proline transporter 1 [Arabidopsis thaliana] 
>gi_2088642 (AF002109) proline transporter 1 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



388983 

14154JL.R1084 

LIB3432-028-P1-K1-A8 

BLASTX 

g4200165 

977 

1.0e-106 

217 
79 

(Y16262) neutral invertase [Daucus carota] 
388984 

14157_1.R1084 
LIB3432-028-P1-K1-A5 



49397 



€1 





Method 


BLASTX 




NCBI GI 


g6041814 




BLAST score 


151 




E value 


1.0e-09 




Match length 


36 




% identity 


69 




NCBI Description 


(AC009918) hypothetical protein [Arabidopsis 




Seq. No. 


388985 




Contig ID 


14159 1.R1084 




5' -most EST 


uC-osflcypl72g04bl 




Method 


BLASTX 




NCBI GI 


g4 1033^0 




BLAST score 


306 




E value 


2.0e-27 




Match length 


138 




% identity 


43 


iT 57 "; 
■ess? 


NCBI Description 


(AF022231) unknown protein [Homo sapiens] 




Seq. No. 


388986 


01 


Contig ID 


14166 1.R1084 


frl 


5' -most EST 


LIB3432-028-P1-K1-B4 




Seq. No. 


388987 




Contig ID 


14170 1.R1084 




5' -most EST 


LIB3432-028-P1-K1-B9 


51 


Method 


BLASTX 


S3 


NCBI GI 


g4337175 




BLAST score 


318 




E value 


1.0e-28 




Match length 


129 




% identity 


48 




NCBI Description 


(AC006416) ESTs gb T20589, gb T04648, gb AA5' 



gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004 f gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



388988 

14172_1.R1084 
uC-osrocyp017c02bl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388989 

14176_1.R1084 

g2275812 

BLASTX 

g4454467 

418 

2.0e-52 

285 
44 

(AC006234) unknown protein [Arabidopsis thaliana] 



' : '-Seq/ No. ; 
'Contig ID' 
5' -most EST 
Method 
NCBI GI 



38899,0 " v " * 

14178_1.R108'4 

LIB3599-001-P1-K6-F12 

BLASTX 

g2129929 



49398 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



369 

5.0e-35 

76 
91 

DNA-directed RNA polymerase (EC 2.7.7.6) II chain RPB2 - 
tomato >gi__1049068 (U28403) RNA polymerase II subunit 2 
[Solanum lycopersicum] 



Seq. No. 
Contig ID 
5 T -most EST 



388991 

14183_1.R1084 
LIB3432-028-P1-K1-D11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388992 

14187_1.R1084 

uC-osroM202029hllbl 

BLASTX 

g5107819 

991 

1.0e-107 

384 
53 

(AF149413) contains similarity to arabinosidase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388993 

14190_1.R1084 

g701974 

BLASTX 

g4455258 

244 

1.0e-20 

92 
48 

(AL035523) acid phosphatase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388994 

14190_2.R1084 

LIB3432-028-P1-K1-D9 

BLASTX 

g3341443 

164 

1.0e-15 

87 
49 

(AJ223074) acid phosphatase [Glycine max] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388995 

14207_2.R1084 

g3107391 

BLASTX 

g4469019 

191 

3.0e-14 

85 
51 

(AL035 602) putative protein [Arabidopsis thaliana] 



49399 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388996 

14213JL.R1084 

uC-osflcyp027d!2bl 

BLASTX 

g3176690 

785 

9.0e-84 

182 
86 

(AC003671) 
cerevisiae 



Similar to ubiquitin ligase gb_D63905 from S. 
EST gb_R65295 comes from this gene. 



[Arabidopsis thaliana] 



Seq. No. 


388997 


Contig ID 


14216 1.R1084 


•J ILL<J o U J-iO X 


uC-osroM202031e07bl 


Fjernoa 




NLbl bl 




rsLiAoi score 


677 


Hj Valllc 


5 . Oe-93 


Match length 


9fl7 


Q, J J j^-s ^ T 4- TT 

-s laeniiiy 


77 


1NL-.DX Uco OX. -L^ L -LUIJL 


(AC00Afi9^) hvDOthetical orotein 


beq. WO. 


^QQQQQ 


Contig ID 


14223 1.R1084 


5* -most EST 


LIB3432-028-P1-K1-G6 


Method 


£5 J_i.rt.k_> 1 -A. 




gz oioooo 


BLAST score 


526 


E value 


2.0e-53 


]wi -a -|— Vi T o'piO*i - Vi 


14 9 


-6 laeriLity 


D U 


NCBI uescription 


f ZiPO 09 R 1 PH mit" At - i pofpraqp f) 
^n^UUiJlU J pULu.1 — LVC COL- C-Ldoc i_/ 




388999 


Contig ID 


14235 1.R1084 ^ 


5 ' -most EST 


uC-osflM202020d08bl 


Method 


BLASTX 


NCBI GI 


g2129855 


BLAST score 


1196 


E value 


1.0e-176 


Match length 


360 


% identity 


82 


NCBI Description 


mitogen-activated protein kinas- 




alfalfa 


Seq. No. 


389000 


Contig ID 


14239 1.R1084 


5' -most EST 


LIB3477-003-P1-K1-D2 


Seq. No. 


389001 


Contig ID 


14244 1.R1084 


5 '-most EST 


LIB3432-029-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2148018 



MMK2 (EC 2.7.1.-} 



49400 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299 

1.0e-38 

207 

38 

ribonuclease II precursor, wound-induced - Zinnia elegans 
>gi_642958 (Q19924) wounding-induced ribonuclease gene 
[Zinnia elegans] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



389002 

14250_1.R1084 

LIB3432-029-P1-K1-B11 

BLASTN 

g6015437 

35 

4.0e-10 

35 

42 

Homo sapiens PEX1 mRNA, complete cds 
389003 

14254_1.R1084 

g5038791 

BLASTX 

g4218535 

820 

1.0e-87 

223 
70 

(AJ010829) GRAB1 protein [Triticum sp.] 
389004 

14262_1.R1084 

LIB3432-029-P1-K1-C12 

BLASTX 

g6056209 

214 

7.0e-17 

47 
85 

(AC009400) unknown protein [Arabidopsis thaliana] 
389005 

14275JL.R1084 

uC-osroM202013e04bl 

BLASTX 

g3851005 

1161 

1.0e-128 

245 

91 

(AF069911) pyruvate dehydrogenase El alpha subunit [Zea 
mays] 

389006 

14279_2.R1084 
g2275825 



49401 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389007 

14280_1.R1084 

uC-osflM202016b09bl 

BLASTX 

gl36640 

796 

7.0e-85 

152 

96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_170785 (M62720) 
ubiquitin carrier protein [Triticum aestivum] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389008 

14286J..R1084 

LIB3433-014-Q6-K1-G1 

BLASTN 

g5803242 

305 

1.0e-171 

481 

94 

Oryza sativa genomic DNA, chromosome 6, clone : P0535G04 



Seq. No. 
Contig ID 
5 '-most EST 



389009 

14293JL.R1084 
uC-osflcyp074c!0bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389010 

14297_1.R1084 

g3760551 

BLASTN 

g2618602 

45 

1.0e-15 

85 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389011 

14298_1.R1084 

g5003514 
BLASTX 
g4455210 
1349 

1.0e-149 

388 
68 

(AL035440) putative aspartate-tRNA ligase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



389012 

14312_1.R1084 
g700362 
BLASTX 
g2914700 



49402 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



337 

3.0e-31 

117 

56 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



389013 

14325_1.R1084 
LIB3432-030-P1-K1-A4 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389014 

14336J..R1084 

LIB3434-051-P1-K1-G3 

BLAST X 

g4490316 

438 

1.0e-42 

277 

40 

(AL035678) nucellin-like protein [Arabidopsis thaliana] 
389015 

14342JL.R1084 

LIB3432-030-P1-K1-C1 

BLASTX 

g5731754 

329 

2.0e-30 

111 

58 

(AL109819) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



389016 

14351JL.R1084 
LIB3434-054-P1-K1-D1 



Seq. No. 
Contig ID 
5 '-most EST 



389017 

14353_1.R1084 
LIB3432-030-P1-K1-D1 



Seq. No. 
Contig ID 
5' -most EST 



389018 

14355_1.R1084 
LIB3432-030-P1-K1-D11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389019 

14356_2.R1084 

g4714668 

BLASTX 

g5080776 

375 

5.0e-69 

221 

64 

(AC007576) Similar to protein kinases [Arabidopsis 
thaliana] 



49403 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389020 

14363J..R1084 
uC-osflcypl74h01al 

389021 

14368_1.R1084 

LIB3432-030-P1-K1-E5 

BLASTX 

g5051773 

214 

9.0e-17 

161 
32 

(AL078637) putative protein [Arabidopsis thaliana] 
389022 

14372_1.R1084 

LIB3432-030-P1-K1-E9 

BLASTX 

g3603401 

390 

5.0e-71 

233 

59 

(AF083333) cinnamyl-alcohol dehydrogenase [Medicago sativa] 
389023 

14384JL.R1084 

g5607466 

BLASTX 

gl32005 

1120 

1.0e-123 

218 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE LARGE CHAIN PRECURSOR 

(RUBISCO LARGE SUBUNIT) >gi_68145_pir RKRZL 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) large chain 
precursor - rice chloroplast >gi_11992_emb_CAA34004_ 
(X15901) rbcL; RuBisCO large subunit [Oryza sativa] 
>gi_344017_dbj_BAA00147_ (D00207) ribulose 1, 5-bisphosphate 
carboxylase large subunit [Oryza sativa] 

>gi_226613_prf 1603356AK ribulose bisphosphate carboxylase 

oxygenase L [Oryza sativa] 

389024 

14385_1.R1084 

g5003249 

BLASTX 

g2648032 

722 

1.0e-76 

159 
77 

(AJ001374) alpha-glucosidase [Solanum tuberosum] 



Seq. No. 



389025 



49404 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14386_1-R1084 
LIB3432-030-P1-K1-G5 

389026 

14410JL.R1084 

LIB3432-031-P1-K1-B1 

BLASTX 

g5262218 

184 

1.0e-13 

77 
48 

(AL080254) 
thaliana] 



calcium-binding protein-like [Arabidopsis 



beg. jno. 


JO JUi. / 




P/M-, 4— A y-r T Pi 

zoning xjj 


14411 1 R1084 






a3768"611 




LYieunou 


RT.ASTX 






rrl 7174 92 






2321 




E value 






Match length 


COT 

/ 




% identity 


69 


aestivum] 


NCBI Description 


(U81318) poly (A) -binding protein [Triticum 


Q s-\ rt T\7 r-\ 

oeq. JNO. 


389028 




Lontrg iJJ 


14419 1.R1084 




5 T -most EST 


uC-osflcypl62e01al 




beg. no. 


389029 




Contig id 


14419 2.R1084 




o —most Jib i 


LIB3432-031-P1-K1-B7 






389030 




uonng ±u 


14425 1.R1084 




5' -most EST 


uC-osroM202001b03bl 




Method 


BLASTX 




NCBI GI 


gl352830 




BLAST score 


2148 




E value 


0. 0e+00 




Match length 


428 




% identity 


97 


(V- ATPASE 


NCBI Description 


VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A 


SUBUNIT) >gi 1049253 (U36436) vacuolar ATPase 69 kDa 




subunit [Zea mays] 




Seq. No. 


389031 




Contig ID 


14426 1.R1084 




5 '-most EST 


LIB3434-005-P1-K1-G5 




Seq. No. 


389032 




Contig ID 


14428 1.R1084 




5 1 -most EST 


LIB3432-031-P1-K1-C5 




Method 


BLASTN 




NCBI GI 


g6015437 




BLAST score 


36 





49405 



€1 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-10 

36 
59 

Homo sapiens PEX1 mRNA, complete cds 
389033 

14434JL.R1084 
g2442333 

389034 

14435JL.R1084 
LIB3432-031-P1-K1-D12 

389035 

14437JL. R1084 

g4879948 

BLASTX 

g4469024 

200 

2,0e-28 

107 

60 

(AL035602) putative protein [Arabidopsis thaliana] 
389036 

14447JL.R1084 

LIB3432-031-P1-K1-E4 

BLASTX 

g4680498 

402 

5.0e-39 

87 

54 

(AF119222) TIA-1 related protein [Oryza sativa] 
389037 

14479_1.R1084 

LIB3432-031-P1-K1-H2 

BLASTX 

g3025205 

241 

7.0e-20 

161 

36 

HYPOTHETICAL 65.1 KD PROTEIN SLR1919 

>gi_1652223_dbj_BAA17147__ (D90903) ABCl-like [Synechocystis 
sp. ] 

389038 

14485_1.R1084 

LIB3477-005-P1-K1-C8 

BLASTX 

g5929932 

1130 

1.0e-124 

270 
80 



49406 



NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI ■ 
BLAST score 
E value 



(AF17 8 952) voltage-dependent anion channel protein 2 [Zea 
mays] 

389039 

14499_1.R1084 

uC-osflM2 02048 f0 8bl 

BLASTX 

g2088647 

777 

5.0e-86 

272 

58 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 

389040 

14500JL.R1084 

LIB3432-037-P1-K1-B3 

BLASTX 

g4586109 

272 

9.0e-24 

93 

51 

(AL04 9638) putative protein [Arabidopsis thaliana] 
389041 

14513_1.R1084 

g4716575 
BLASTX 
g4567095 
351 

8.0e-33 

91 
66 

(AF129516) fertilization-independent endosperm protein 
[Arabidopsis thaliana] 

389042 

14525JL.R1084 

g3758964 

BLASTX 

g5042420 

329 

2.0e-31 

154 

51 

(AC006193) Unknown protein [Arabidopsis thaliana] 
389043 

14531_1.R1084 

uC-osflm202106h04bl 

BLASTX 

g5803272 

493 

9.0e-53 



49407 



o 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153 
75 

(AP000399) ESTs AU055950 (S20175) , C73125 (E2952 ) , 
AU055951 (S20175) correspond to a region of the predicted 
gene; similar to acyl-ACP thioesterase (U92878) [Oryza 
sativa] 

389044 

14533JL.R1084 

LIB3432-037-P1-K1-E7 

BLASTN 

g6015437 

36 

3.0e-10 

47 
65 

Homo sapiens PEX1 mRNA, complete cds 
389045 

14538JL.R1084 

g4714242 

BLASTX 

g4587615 

1026 

1.0e-128 

348 
64 

(AC006951) putative acyl-CoA synthetase [Arabidopsis 
thaliana] >gi_468 9469__gb_AAD27 905 . 1_AC007213_3 (AC007213) 
putative acyl-CoA synthetase [Arabidopsis thaliana] 

389046 

14542JL.R1084 

uC-osrocyp028h02bl 

BLASTX 

gl657621 

494 

6.0e-90 

241 

64 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 
>gi_5478795_dbj_BAA82478.1_ (AB017643) Short-chain acyl CoA 
oxidase [Arabidopsis thaliana] 

389047 

14557_1.R1084 

uC-osflcyp027g03bl 

BLASTX 

g4432864 

654 

2.0e-68 

202 

59 

(AC006300) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



389048 



49408 



o 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



14569_1.R1084 

uC-osflcypl57d03bl 

BLAST X 

g3182915 

481 

3.0e-59 

177 

63 

ADP-RIBOSYLATION FACTOR >gi_18 42150_dbj_BAAl 9225__ 
(AB001051) ADP-ribosylation factor [Dugesia japonica] 

389049 

14570JL.R1084 

LIB3477-002-P1-K1-C4 

BLASTX 

g3122572 

1048 

1.0e-114 

296 

68 

NADH-UBIQUINONE OX I DORE DUCTAS E 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX I 

SUBUNIT) >gi_1084434_pir S52737 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) 76K chain precursor - potato 
>gi_758340_emb_CAA59818_ (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 



389050 

14578JL.R1084 

LIB3599-001-P1-K6-C2 

BLASTX 

g2465151 

237 

2.0e-19 

118 

47 

(Z99753) hypothetical protein 
389051 

14578_2.R1084 
g3444996 



[Schizosaccharomyces pombe] 



389052 

14584_1.R1084 

LIB3432-039-P1-K1-B7 

BLASTX 

g3914191 

245 

2.0e-20 

108 
45 

UDP-N-ACETYLGLUCOSAMINE— PEPTIDE 

N-ACETYLGLUCOSAMINYLTRANSFERASE 110 KD SUBUNIT (O-GLCNAC 
TRANSFERASE P110 SUBUNIT) >gi__1931579 (U76557) O-GlcNAc 
transferase, pllO subunit [Rattus norvegicus] 

389053 



49409 



Contig ID 
5' -most EST 



14588JL.R1084 
LIB3432-039-P1-K1-C10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389054 

14590_1.R1084 

LIB3432-039-P1-K1-C2 

BLASTX 

g3123161 

181 

1.0e-12 

167 
32 

HYPOTHETICAL 77.0 KD TRP-ASP REPEATS CONTAINING PROTEIN 
F35G12.4 IN CHROMOSOME III >gi_387 6723_emb_CAA8 6335 . 1_ 
(Z46242) similar to beta-transducin; cDNA EST EMBL:Z14703 
comes from this gene; cDNA EST EMBL:D67532 comes from this 
gene; cDNA EST EMBL:D69055 comes from this gene; cDNA EST 
EMBL:D64515 comes from this gene; cDNA EST EMBL : D6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389055 

14600JL.R1084 

g5038835 
BLASTX 
gl438883 
162 

6.0e-ll 

60 
48 

(U43840) GmCK3p [Glycine max] 
389056 

14603_1.R1084 

g700468 

BLASTX 

g4033424 

1051 

1.0e-115 

213 

96 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) inorganic 
pyrophosphatase [Zea mays] 

389057 

14604_1.R1084 

uC-osflM202068b05bl 

BLASTX 

g3763916 

694 

1.0e-145 

487 
55 

(AC004450) unknown protein [Arabidopsis thaliana] 
>gi__4531439_gb_AAD22124.1_AC006224_6 (AC006224) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 



389058 



49410 



Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5 ? -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



14616_1.R1084 
LIB3434-044-P1-K1-F8 

389059 

14622_1.R1084 
LIB3475-008-P1-K1-H1 

389060 

14628_2.R1084 

g2311335 

BLASTX 

gl31755 

225 

2.0e-20 

97 

61 

PPLZ12 PROTEIN >gi_8 184 3_pir 
pPLZ12 - large-leaved lupine 
(X51768) pPLZ12 gene product 
polyphyllus] 



_S14 688 hypothetical protein 
>gi_l 950 l_emb__CAA3 6 0 7 0__ 
{AA 1-184) [Lupinus 



389061 

14636JL.R1084 

g5003512 

BLASTX 

g4680707 

360 

1.0e-33 

173 

44 

(AF132968) CGI-34 protein [Homo sapiens] 
389062 

14649_1.R1084 

g2311411 

BLASTX 

gl825645 

158 

9.0e-22 

69 
77 

(U88173) weak similarity to Arabidopsis thaliana 
ubiquitin-like protein 8 [Caenorhabditis elegans] 

389063 

14649_2.R1084 

LIB3434-034-P1-K1-D5 

BLASTX 

gl825645 

304 

2.0e-27 

72 
76 

(U88173) weak similarity to Arabidopsis thaliana 
ubiquitin-like protein 8 [Caenorhabditis elegans] 

389064 



49411 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14649_3.R1084 

LIB3475-008-P1-K1-F2 

BLASTX 

gl825645 

304 

2.0e-27 

72 
76 

(U88173) weak similarity to Arabidopsis thaliana 
ubiquitin-like protein 8 [Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5 '-most EST 



389065 

14661_1.R1084 
LIB3432-040-P1-K1-B12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



389066 

14669_1.R1084 

LIB3432-040-P1-K1-B9 

BLASTN 

g6015437 

35 

7.0e-10 

35 

42 

Homo sapiens PEX1 mRNA, complete cds 



389067 

14682_1.R1084 

g699716 

BLASTX 

g2980798 

736 

8.0e-78 

263 

54 

(AL022197) putative protein 



[Arabidopsis thaliana] 



389068 

14684_1.R1084 
LIB3432-040-P1-K1-D8 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



389069 

14696_1.R1084 
uC-osroM202029g04al 

389070 

14700_1.R1084 

g426306 

BLASTX 

g5734755 

370 

1.0e-38 

236 

42 

(AC007 651) Unknown protein [Arabidopsis thaliana] 
389071 



49412 



Contig ID 


14705 1.R1084 


5' -most EST 


g701559 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


878 


E value 


1.0e-142 


Match length 


299 


% identity 


77 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


389072 


Contig ID 


14713 1.R1084 


5 '-most EST 


LIB3432-040-P1-K1-H10 


Seq. No. 


389073 


Contig ID 


14715 1.R1084 


5' -most EST 


g426809 


Method 


BLASTX 


NCBI GI 


g3142290 


BLAST score 


571 


E value 


1.0e-58 


Match length 


188 


% identity 


65 


NCBI Description 


(AC002411) Contains similarity to gb_Z69902 from 


elegans. [Arabidopsis thaliana] 


Seq. No. 


389074 


Contig ID 


14719 1.R1084 


5 '-most EST 


LIB3432-041-P1-K1-A1 


Seq. No. 


389075 


Contig ID 


14729 1.R1084 


5' -most EST 


LIB3432-041-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2225877 


BLAST score 


301 


E value 


4 . 0e-27 


Match length 


121 


% identity 


50 


NCBI Description 


(AB002406) TIP49 [Rattus norvegicus] >gi 4106528 


Pontin52 [Mus musculus] >gi 452127 6_dbj_BAA7 6313 




(AB001581) DNA helicase p50 [Rattus norvegicus] 


Seq. No. 


389076 


Contig ID 


14747 1.R1084 


5 '-most EST 


LIB34 32-04 1-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4680206 


BLAST score 


308 


E value 


6.0e-28 


Match length 


69 



(AF100694) 

.1 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



90 

(AF114171) hypothetical protein [Sorghum bicolor] 
389077 

14753JL.R1084 
uC-osflcyp024h06bl 



49413 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3080427 

748 

1.0e-79 

182 
75 

(AL022604! 



putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



389078 

14763_1.R1084 
g428273 

389079 

14770_1.R1084 

LIB3433-006-Q6-K6-A6 

BLASTX 

g4510377 

660 

5.0e-69 

162 

78 

(AC007017) putative RNA helicase A [Arabidopsis thaliana] 
389080 

14771_1.R1084 
LIB3432-041-P1-K1-E5 

389081 

14778JL.R1084 

uC-osflcypl52f03bl 

BLASTX 

g2827666 

385 

9.0e-37 

198 
59 

(AL021637) hypothetical protein [Arabidopsis thaliana] 
389082 

14781_1.R1084 
LIB3479-003-Q6-K2-B6 

389083 

14783JL.R1084 

uC-osrocyp016a07bl 

BLASTX 

gl00907 

582 

7.0e-60 

140 
75 

pathogenesis-related protein 1 - maize 

>gi_2284 09_prf 1803521A pathogenesis-related protein 1 

[Zea mays] 

389084 

14784 1.R1084 



49414 



€1 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3432-041-P1-K1-F6 

BLASTX 

g5830787 

214 

8.0e-17 

124 
26 

(AL117188) ankyrin repeat-containing protein 2 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



389085 

14788_1.R1084 
uC-osflcyp017c02bl 

389086 

14796JL.R1084 

LIB3474-007-P1-K1-G8 

BLASTX 

g5616313 

289 

7.0e-26 

69 

31 

(AF160977) zinc finger protein [Pisum sativum] 
389087 

14801_1.R1084 

LIB3432-041-P1-K1-H11 

BLASTX 

g3860272 

358 

5.0e-34 

76 

92 

(AC005824) putative suppressor protein [Arabidopsis 
thaliana] >gi_4314399_gb_AAD15609_ (AC006232) putative skdl 
protein [Arabidopsis thaliana] 

389088 

14884_1.R1084 

LIB3433-007-Q6-K1-A2 

BLASTX 

gll73187 

662 

3.0e-69 

135 

93 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041__pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

389089 

14887_1.R1084 
g2443096 
BLASTX 
g3264767 



49415 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



187 

8.0e-14 

68 
50 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 
389090 

14887_2.R1084 
g2800671 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389091 

14890JL.R1084 

LIB3433-007-Q6-K1-A8 

BLASTX 

g3702342 

168 

1.0e-ll 

99 
42 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
389092 

14892JL.R1084 

g4879601 

BLASTX 

g3881976 

937 

1.0e-101 

255 
69 

(AJ012409) hypothetical protein [Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



389093 

14894_1.R1084 
g5667389 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389094 

14898_1.R1084 

LIB3433-011-Q6-K1- 

BLASTX 

gl848225 

293 

4.0e-26 

62 
79 

(U88090) 
vulgare] 



■F6 



nonspecific lipid transfer protein [Hordeum 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



389095 

14900J..R1084 
g2442466 

389096 

14902_1.R1084 

LIB3433-007-Q6-K1-C1 

BLASTN 

g2407286 



49416 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



118 

2.0e-59 

224 
88 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389097 

14903JL.R1084 

LIB3433-007-Q6-K1-E1 

BLASTX 

g5262202 

314 

2.0e-28 

188 
33 

(AL080252) nodulin-like protein [Arabidopsis thaliana] 
389098 

14908_1.R1084 

LIB3433-057-P1-K1-H3 

BLASTN 

g6015437 

36 

3.0e-10 

36 

59 

Homo sapiens PEX1 mRNA, complete cds 
389099 

14908_2.R1084 

uC-osf lcyp08 6g05bl 

BLASTX 

g5230423 

1322 

1.0e-146 

300 
80 

(AF091713) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 



389100 

14908_3.R1084 

LIB3475-007-P1-K1-B6 

BLASTX 

g4886756 

445 

1.0e-52 

125 
82 

(AF088917) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

389101 

14908_4 .R1084 

g3767927 

BLASTX 



49417 



o • 



NCBI GI 


gl706958 


BLAST score 


671 


E value 


1. Oe-70 


Mairh lenoth 


162 


% identity 


80 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


389102 


Contig ID 


14908 5.R1084 


5 1 -most EST 


LIB3433-020-P1-K1-G12 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


2.0e-10 


Match length 


46 


% identity 


66 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Sea No. 


389103 


Contig ID 


14909 1.R1084 


5 1 -most EST 


g427958 


Mp>"h h or] 


BLASTX 


NCBI GI 


g6056419 


BLAST score 


295 


E value 


3 . 0e-26 


M^i~rh Ipncrth 


110 


%. "i Hpnt" "i t v 


55 


WPRT np^PTl T)1" 1 On 


(AC009525) 60S ribosomal protein L22 [Arabidopsis 




thaliana] 


Qprr No 


389104 


Contig ID 


14909 2.R1084 


S 1 -most EST 


uC-osrocyp02 le02bl 


Mpt hod 


BLASTX 


NCBI GI 


g6056419 


BLAST score 


254 


E value 


2.0e-21 


Match length 


110 


% identity 


51 


NCBI Description 


(AC009525) 60S ribosomal protein L22 [Arabidopsis 




thaliana] 




389105 


Contig ID 


14911 1.R1084 


5' -most EST 


g2311289 


Method 


BLASTX 


NCBI GI 


g2342735 


BLAST score 


431 


W 1 no 


3 . Oe-42 


M^t" pn l^nnth 


125 


o ii i — l uy 


71 


NCBI Description 


(AC002341) unknown protein [Arabidopsis thaliana] 


Seq. No. 


389106 


Contig ID 


14911 2.R1084 


5 T -most EST 


LIB3433-024-P1-K1-D6 


Method 


BLASTX 



49418 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



g2342735 
299 

5.0e-41 

113 
75 

(AC002341) unknown protein [Arabidopsis thaliana] 
389107 

14912_1.R1084 
LIB3433-007-Q6-K1-D10 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389108 

14913_1.R1084 

LIB3433-008-Q6-K1-H8 

BLASTX 

g2407287 

188 

1.0e-13 

59 
64 

(AF017366) metallothionein-like protein [Oryza sativa] 
389109 

14913_2.R1084 

LIB34 34-004-P1-K1-D1 

BLASTX 

g2647938 

187 

1.0e-13 

60 
60 

(D50641) plant metallothionein-like protein [Hordeum 
vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389110 

14913_3.R1084 

LIB3433-060-P1-K1-F1 

BLASTN 

g2647937 

42 

5.0e-14 

66 
91 

Hordeum vulgare DNA for plant metallothionein-like protein, 
complete cds 

389111 

14913_4.R1084 

LIB3434-053-P1-K1-G2 

BLASTX 

g2647938 

187 

8.0e-14 

60 
60 

(D50641) plant metallothionein-like protein [Hordeum 
vulgare] 



49419 



II 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389112 

14913_5.R1084 

LIB3433-006-Q6-K6-G10 

BLASTX 

g2407287 

190 

5.0e-14 

60 
67 

(AF017366) metallothionein-like protein [Oryza sativa] 
389113 

14913_6.R1084 

LIB3434-059-P1-K1-F10 

BLASTX 

g2647938 

177 

1.0e-12 

60 
58 

(D50641) plant metallothionein-like protein [Hordeum 
vulgare] 



Seq. No. 
Contig ID 
5 '-most EST 



389114 

14913_7.R1084 
LIB3433-054-P1-K1-F2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389115 

14916_1.R1084 

uC-osflcypll2c01bl 

BLASTX 

g4510381 

452 

1.0e-44 

161 

59 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



389116 

14924_1.R1084 
LIB3433-007-Q6-K1-E11 



Seq, No. 
Contig ID 
5 '-most EST 



389117 

14931_1.R1084 
LIB3434-013-P1-K1-A1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389118 

14933_1.R1084 

uC-osflcypl21f08bl 

BLASTX 

g4769004 

513 

9.0e-52 

89 
98 

(AF140598) ring-box protein 1 



[Homo sapiens] 



49420 



o 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4769006_gb_AAD29716.1_AF140599_l (AF140599) ring-box 
protein 1 [Mus musculus] 

>gi_4809216_gb_AAD3014 6. 1_AF142059JL (AF142059) RING finger 
protein [Homo sapiens] 

389119 

14933_2.R1084 

g5004079 

BLASTX 

g4769004 

505 

6.0e-51 

88 
97 

(AF140598) ring-box protein 1 [Homo sapiens] 
>gi_4769006_gb_AAD29716.1_AF140599JL (AF140599) ring-box 
protein 1 [Mus musculus] 

>gi_4809216_gb_AAD30146.1_AF142059_l (AF142059) RING finger 
protein [Homo sapiens] 



Seq. No. 


389120 


r*oni"ia ID 


14936 1.R1084 


~J 1UU o L, J_j O J. 


LIB3433-007-O6-K1-F4 


o c; • imu t 


38 9121 


C^r^n f~ "i rr TP) 


1 4 937 1 R1084 


R i -TtiAQf F^T 

J Ul\J O L. JZj O 1 


T,TR343^3-0fl7-Ofi-Kl -FS 

JJlUJU J \J \J f \J \J L\JL L O 


Mp1~hod 


BLASTX 




a3522961 


BLAST score 


690 


E value 


2.0e-89 


Match length 


181 


% identity 


93 


NCBI Description 


(AC004411) putative 


Seq. No. 


389122 


Contig ID 


14937 2.R1084 


5' -most EST 


uC-osflM202052g08bl 


Method 


BLASTX 


NCBI GI 


g3668069 


BLAST score 


1068 


E value 


1.0e-117 


Match length 


266 


% identity 


77 


NCBI Description 


(U28007) Pto kinase 


Seq. No. 


389123 


Contig ID 


14944 1.R1084 


5 T -most EST 


uC-osroM202006f04bl 


Method 


BLASTX 


NCBI GI 


g5882745 


BLAST score 


669 


E value 


2.0e-70 


Match length 


174 


% identity 


69 


NCBI Description 


(AC008263) F25A4.24 



interactor 1 [Lycopersicon esculentum] 



[Arabidopsis thaliana] 



49421 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389124 

14947_1.R1084 

LIB3433-008-Q6-K1-E12 

BLASTX 

gl351208 

623 

5.0e-80 
211 

67 

T-COMPLEX PROTEIN 1, 
>gi 1046266 (U25632) 



BETA SUBUNIT (TCP-1-BETA) (CCT-BETA) 
CCT-2 [Caenorhabditis elegans] 



389125 

14950_1.R1084 

LIB3433-007-Q6-K1-G7 

BLASTX 

g2244973 

169 

1.0e-ll 

59 

53 

(Z97340) transcription factor like protein 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389126 

14954_1.R1084 

LIB3433-039-P1-K1-A5 

BLASTX 

g4760700 

355 

3.0e-33 

184 

46 

(AB024437) peroxidase 1 [Scutellaria baicalensis] 
389127 

14954_2.R1084 

LIB3433-017-Q6-K1-C11 

BLASTX 

g4760700 

352 

5.0e-33 

194 

45 

(AB024437) peroxidase 1 [Scutellaria baicalensis] 
389128 

14955_1.R1084 

LIB3434-010-P1-K1-H4 

BLASTX 

g2370461 

201 

2.0e-32 

140 
58 

(Y14675) putative glycoprotein [Sorghum bicolor] 



49422 



4) 





Seq. No. 


389129 




Contig ID 


14962 1.R1084 




5' -most EST 


LIB3434-039-P1-K1-B12 




Method 


BLASTX 




NCBI GI 


g3861402 




BLAST score 


172 




E value 


5.0e-12 




Match length 


53 




% identity 


62 




NCBI Description 


(AJ235273) 50S RIBOSOMAL PROTEIN L33 (rpmG) [Rickettsi. 






prowazekii] 




Seq. No. 


389130 




Contig ID 


14963 1.R1084 




5 '-most EST 


LIB3433-008-Q6-K1-A1 




Method 


BLASTX 




NCBI GI 


g4586027 




BLAST score 


546 




E value 


1.0e-55 




Match length 


128 




% identity 


84 




NCBI Description 


(AC007109) putative ribosomal protein L14 [Arabidopsis 






thaliana] 


O 


Seq. No. 


389131 


iP"*"" 


Contig ID 


14964_1.R1084 




5 T -most EST 


uC-osrocyp015h01bl 




Method 


BLASTN 




NCBI GI 


g4959460 




BLAST score 


34 




E value 


2.0e-09 




Match length 


35 




% identity 


59 


jSfflKJ. 


NCBI Description 


Zea mays RACB small GTP binding protein mRNA, complete 




Seq. No. 


389132 




Contig ID 


14968 1.R1084 




5 '-most EST 


g426874 




Method 


BLASTX 




NCBI GI 


g3935169 




BLAST score 


291 




E value 


5.0e-26 




Match length 


68 




% identity 


84 




NCBI Description 


(AC004557) F17L21.12 [Arabidopsis thaliana] 




Seq. No. 


389133 




Contig ID 


14968 2.R1084 




5' -most EST 


g2798774 




Method 


BLASTX 




NCBI GI 


g3935169 




BLAST score 


293 




E value 


3.0e-26 




Match length 


68 




% identity 


84 




NCBI Description 


(AC004557) F17L21.12 [Arabidopsis thaliana] 



cds 



49423 



S'eq. No. 


389134 




Contig ID 


14969 1.R1084 




5 '-most EST 


LIB3433-008-Q6-K1 


-A4 


Seq. No. 


389135 




Contig ID 


14972 1.R1084 




5 '-most EST 


LIB3433-008-Q6-K1 


-A7 


Seq. No. 


389136 




Contig ID 


14976 1.R1084 




5 T -most EST 


g4716079 




Seq. No. 


389137 




Contig ID 


14979 1.R1084 




5 '-most EST 


LIB3433-008-Q6-K1 


-B2 


Method 


BLASTX 




NCBI GI 


gl21528 




BLAST score 


680 




E value 


3.0e-71 




Match length 


139 




% identity 


96 




NCBI Description 


GOS9 PROTEIN >gi 


100 



>gi_20242_emb_CAA3618 9_ (X51909) GOS9 [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389138 

14988_1.R1084 

LIB3474-002-P1-K1-A11 

BLASTX 

g82263 

909 

4.0e-98 

190 

91 

ubiquinol — cytochrome-c reductase (EC 1.10.2.2} cytochrome 
cl precursor (clone pC (1)311) - potato 



Seq. No. 
Contig ID 
5 '-most EST 



389139 

14991_1.R1084 
uC-osflcyp011dl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



389140 

15003_1.R1084 
LIB3433-008-Q6-K1-D4 



Seq. No. 
Contig ID 
5 '-most EST 



389141 

15004_1.R1084 
LIB3433-008-Q6-K1-D5 



Seq. No. 

Contig ID 
5 '-most EST 



389142 

15005_1.R1084 
LIB3433-008-Q6-K1-D6 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



389143 

15009_1.R1084 
LIB347 4-004-P1-K1-F8 
BLASTX 
g3668089 



49424 



o • 





BLAST score 


1190 




E value 


1.0e-131 




Match length 


391 




% identity 


64 




NCBI Description 


(AC004 667) unknown protein [Arabidopsis thaliana] 




Seq. No. 


389144 




Contig ID 


15013 2.R1084 




5' -most EST 


LIB3434-045-P1-K1-G9 




Method 


BLASTX 




NCBI GI 


g2459429 




BLAST score 


131 




E value 


7.0e-09 




Match length 


98 




% identity 


35 




NCBI Description 


(AC002332) unknown protein [Arabidopsis thaliana] 




Seq. No. 


389145 


o 


Contig ID 


15016 1.R1084 




5 f -most EST 


uC-osflcypl74d04bl 




Method 


BLASTX 




NCBI GI 


g4559339 


1 


BLAST score 


522 




E value 


1.0e-52 




Match length 


108 


!*& 


% identity 


91 


n\ 


NCBI Description 


(AC007087) putative ATP-dependent RNA helicase [Arabidopsis 


s 




thaliana] 




Seq. No. 


389146 


fl 


Contig ID 


15019 1.R1084 




5 '-most EST 


LIB3433-008-Q6-K1-F11 




Seq. No. 


389147 




Contig ID 


15025 1.R1084 


HJ 


5 '-most EST 


LIB3434-065-P1-K1-F8 




Method 


BLASTX 




NCBI GI 


g4220481 




BLAST score 


379 




E value 


7.0e-36 




Match length 


173 




% identity 


47 




NCBI Description 


(AC006069) unknown protein [Arabidopsis thaliana] 




Seq. No. 


389148 




Contig ID 


15027 1.R1084 




5 '-most EST 


g287091 




Method 


BLASTX 




NCBI GI 


g4539408 




BLAST score 


476 




E value 


1.0e-47 




Match length 


132 




% identity 


74 




NCBI Description 


(AL049524) putative alpha NAC [Arabidopsis thaliana] 




Seq. No. 


389149 




Contig ID 


15034JL.R1084 



49425 



5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflcypll7cl2al 

BLASTX 

g3915254 

216 

4.0e-17 

87 
56 

VACUOLAR ATP SYNTHASE 16 KD 
16 KD PROTEOLIPID SUBUNIT) 



PROTEOLIPID SUBUNIT (V-ATPASE 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Zea mays] 



389150 

15039_1.R1084 

g3763744 

BLASTX 

g551288 

744 

5.0e-79 

158 

91 

(Z33611) phosphoglycerate mutase 
389151 

15042_1.R1084 

g3763380 

BLASTX 

g6094014 

548 

5.0e-56 
114 



60S RIBOSOMAL PROTEIN L15 >gi_3608479 (AF088912) ribosomal 
protein L15 [Petunia x hybrida] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389152 

15042^2. R1084 

LIB347 9-003-Q6-K1-A3 

BLASTX 

g6094014 

629 

2.0e-65 

166 

73 

60S RIBOSOMAL PROTEIN L15 >gi_360847 9 
protein L15 [Petunia x hybrida] 



(AF088 912) ribosomal 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389153 

15042_3.R1084 

LIB3433-059-P1-K1-C3 

BLASTX 

g6094014 

787 

6.0e-84 

188 
78 

60S RIBOSOMAL PROTEIN L15 >gi_3608479 {AF088912) ribosomal 
protein L15 [Petunia x hybrida] 



,49426 



o 





Seq. No. 


389154 




Contig ID 


15042 4.R1084 




5' -most EST 


g5004066 




Method 


BLASTX 




NCBI GI 


g3122673 




BLAST score 


216 




E value 


8.0e-30 




Match length 


116 




% identity 


60 




NCBI Description 


60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB10447 . 1_ 






(Z97341) ribosomal protein [Arabidopsis thaliana] 




Seq, No, 


389155 




Contig ID 


15044 1.R1084 




5 '-most EST 


LIB3433-008-Q6-K1-H7 




Seq. No. 


389156 




Contig ID 


15046 1.R1084 


:F SSi h 


5 '-most EST 


g5851105 




Method 


BLASTN 




NCBI GI 


g6006355 




BLAST score 


628 




E value 


0 . 0e+00 




Match length 


657 




% identity 


99 




NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone : P04 93C1! 




Seq. No. 


389157 




Contig ID 


15047 1.R1084 




5 ' -most EST 


g3763774 




Seq. No. 


389158 




Contig ID 


15050 1.R1084 




5' -most EST 


LIB3434-037-P1-K1-D10 


Pi 


Seq. No. 


389159 




Contig ID 


15051 1.R1084 




5' -most EST 


uC-osroM202029a06al 




Method 


BLASTX 




NCBI GI 


g2244797 




BLAST score 


362 




E value 


6.0e-34 




Match length 


187 




% identity 


45 




NCBI Description 


(Z97336} hvoothet ical Drotein rArabidoosi s thalianal 




Qprr No 


389160 
s j- \j \j 




Contig ID 


15057 1.R1084 




5 '-most EST 


LIB3434-005-P1-K1-D9 




Method 


BLASTX 




NCBI GI 


g5912424 




BLAST score 


598 




E value 


1.0e-61 




Match length 


151 




% identity 


79 




NCBI Description 


(AJ242970) BTF3b-like factor [Arabidopsis thaliana] 



49427 



o 





Seq. No. 


389161 




Contig ID 


15058 1.R1084 




5' -most EST 


LIB3433-009-Q6-K1-A9 




Seq. No. 


389162 




Contig ID 


15060 1.R1084 




5 '-most EST 


LIB3434-058-P1-K1-C11 




Method 


BLASTX 




NCBI GI 


gz / 3DO 4 1 




BLAST score 


954 




E value 


1.0e-103 




Match length 


245 




% identity 


80 




NCBI Description 


(AF010283) No definit. 




Seq. No. 


389163 




Contig ID 


15064 1.R1084 




5 '-most EST 


LIB3433-022-P1-K1-E8 




Method 


BLASTX 




NCBI GI 


gl402918 




BLAST score 


619 




E value 


3.0e-64 




Match length 


185 




% identity 


64 




NCBI Description 


(X98320) peroxidase [, 



>g i_l 4 2 9 2 1 5_emb_CAA6 7 3 1 0_ 
[Arabidopsis thaliana] 



(X98774) peroxidase ATP6a 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



389164 

15064__2.R1084 

LIB3475-004-P1-K2-G9 

BLASTX 

gl402918 

784 

1.0e-83 

201 
76 

(X98320) peroxidase [Arabidopsis thaliana] 
>gi_1429215_emb_CAA67310_ (X98774) peroxidase ATP6a 
[Arabidopsis thaliana] 

389165 

15066JL.R1084 

g3762390 

BLASTX 

g2864615 

314 

2.0e-28 

153 

48 

(AL021811) putative protein [Arabidopsis thaliana] 
389166 

15068_1.R1084 
g428423 
BLASTX 
g4584539 



49428 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



349 

1.0e-60 

215 
42 

(AL04 9608) extensin-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389167 

15071_1.R1084 
g428532 

389168 

15073_1.R1084 

g571923 

BLASTX 

g5734716 

272 

6.0e-24 

98 
52 

(AC008075) Simialr to gb_AF049928 PGP224 protein from 
Petunia x hybrida . [Arabidopsis thaliana] 

389169 

15074JL.R1084 

uC-osflcypl71d09bl 

BLASTX 

g4960150 

469 

1.0e-46 

102 

89 

(AF153277) DNA-directed RNA polymerase Ha [Nicotiana 
tabacum] >gi_4 960152_gb_AAD34 614 . 1_AF153278_1 (AF153278) 
DNA-directed RNA polymerase lib [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389170 

15081JL.R1084 

g5003921 

BLASTX 

g3450842 

662 

8.0e-91 

373 
52 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389171 

15088JL.R1084 

uC-osflcypl55g03bl 

BLASTX 

g2196878 

1203 

1.0e-138 

301 

76 

(Y08292) NADH glutamate dehydrogenase [Nicotiana 



49429 



o 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



plumbaginifolia] 
389172 

15093JL.R1084 
g2799468 

389173 

15097_1.R1084 

g2427362 

BLASTX 

g3548801 

316 

2.0e-42 

191 
45 

(AC005313) putative transmembrane protein [Arabidopsis 
thaliana] >gi_4335768_gb_AAD17445_ (AC006284) putative 
integral membrane protein [Arabidopsis thaliana] 

389174 

15098JL.R1084 

LIB3434-017-P1-K1-F2 

BLASTX 

g4406814 

384 

9.0e-37 

115 

63 

(AC006201) putative peptidyl-prolyl isomerase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



389175 

15100_1.R1084 
g2801255 

389176 

15110_1.R1084 
uC-osflcyp074e02bl 

389177 

15111_1.R1084 
uC-osflcyp07 9cllal 

389178 

15112_1.R1084 

g569592 

BLASTX 

g5453379 

299 

2.0e-50 

140 

75 

(AF155124) bacterial-induced peroxidase precursor 
[Gossypium hirsutum] 

389179 

15115 1.R1084 



49430 



o 



5 '-most EST 


LIB3433-009-Q6-K1-H6 


Method 


BLASTX 


NCBI GI 


™ A f\ C C C C\ d 

g4UoooUb 


BLAST score 


294 


E value 


2.0e-26 


Match length 


106 


% identity 




NCBI Description 


(AC0058 96) nodulin-like protein [Arabidopsis thaliana] 


Seq. No. 


389180 


Contig ID 


15119 1.R1084 


5 '-most EST 


LIB3433-011-Q6-K1-A10 


Seq. No. 


389181 


Contig ID 


15120 1.R1084 


5 '-most EST 


LIB3433-011-Q6-K1-A6 


Method 


BLASTX 


NCBI GI 


g4507311 


BLAST score 


220 


E value 


2.0e-17 


Match length 


103 


% identity 


42 


NCBI Description 


suppressor of Ty (S . cerevisiae) 4 homolog 1 




>gi 3122873 sp Q16550 SPT4 HUMAN TRANSCRIPTION INITIATION 




PROTEIN SPT4 HOMOLOG 1 >gi_1209779 (U43923) similar to 




Saccharomyces cerevisiae Spt4; protein has potential 




N-terminal zinc-finger [Homo sapiens] >gi 1401053 (U38818 




SUPT4H [Homo sapiens] >gi_1401055 (U38817) SUPT4H [Homo 




sapiens] >gi_1401066 (U43154) Supt4h [Mus musculus] 




>gi 3779194 (U96809) chromatin structural protein homolog 




[Mus musculus] 


Seq. No. 


389182 


Contig ID 


15121 1.R1084 


5 '-most EST 


LIB3433-019-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl076732 


BLAST score 


572 


E value 


9 . 0e-59 


Match length 


144 


% identity 


74 


NCBI Description 


type-1 pathogenesis-related protein - barley 




>gi 732807_emb_CAA88618 (Z48728) type-1 




pathogenesis-related protein [Hordeum vulgare] 


Seq. No. 


389183 


Contig ID 


15128 1.R1084 


5 '-most EST 


g376l236 


Seq. No. 


389184 


Contig ID 


15129 1.R1084 


5 '-most EST 


LIB3433-011-Q6-K1-B10 


Seq. No. 


389185 


Contig ID 


15133 1.R1084 


5 '-most EST 


g2311481 



49431 



o 





Seq. No. 


389186 




Contig ID 


15138 1.R1084 




5' -most EST 


uC-osflcyp027b09bl 




Method 


BLASTX 




NCBI GI 


„01 O U C /" O 

goloioob 




BLAST score 


608 




E value 


1.0e-62 




Match length 


325 




% identity 


41 




NCBI Description 


HYPOTHETICAL 45.1 ] 




Seq. No. 


389187 




Contig ID 


15140 1.R1Q84 




5 1 -most EST 


g4715876 




Method 


BLASTX 




NCBI GI 


g421989 




BLAST score 


487 




E value 


1 . Oe-66 




Match length 


201 


;f! 


% identity 


68 




NCBI Description 


serpin - barley >g: 


STS 




[Hordeum vulgare] : 


WW 
Sjp; 




[Hordeum vulgare] 




Seq. No. 


389188 




Contig ID 


15141 1.R1084 




5 '-most EST 


LIB3434-023-Pl-Kl-( 


„, 


Method 


BLASTX 




NCBI GI 


g4490306 




BLAST score 


348 




E value 


9.0e-33 


c 


Match length 


156 




% identity 


49 


f"t 


NCBI Description 


(AL035678) putativ- 




Seq. No. 


389189 




Contig ID 


15143 1.R1084 




5 '-most EST 


uC-osflcyp033c04bl 




Method 


BLASTX 




NCBI GI 


gl37476 




BLAST score 


579 




E value 


8.0e-60 




Match length 


135 




% identity 


59 



KD PROTEIN IN CDD-MGLC INTERGENIC REGION 



?8822_ (Z15116) protein zx 
JL908213A protein Zx 



NCBI Description 



VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT 

>gi_82334_pir A40814 H+-transporting ATPase (EC 3.6.1.35) 

proteolipid chain, vacuolar - oat >gi_166549 (M73232) 
H+-ATPase [Avena sativa] 



Seq. No. 

Contig ID 
5 T -most EST 



389190 

15145JL.R1084 
LIB3433-011-Q6-K1-C5 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



389191 

15147JL.R1084 

LIB3433-011-Q6-K1-C7 

BLASTX 



49432 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4056568 
354 

2.0e-33 

92 

70 

(U90944) PDI-like protein [Zea mays] 
389192 

15151_1.R1084 

g5005118 

BLASTX 

gl841355 

585 

3.0e-60 

108 

100 

(D85381) cytochrome c oxidase subunit Vb precursor [Oryza 
sativa] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 f -most EST 



389193 

15153JL.R1084 

LIB3433-011-Q6-K1-D12 

BLASTX 

g4759068 

452 

1.0e-44 

158 
50 

SCO (cytochrome oxidase deficient , yeast) homolog 1 
>gi_3599966 (AF026852) h-scol [Homo sapiens] 

389194 

15155__1.R1084 
LIB3433-011-Q6-K1-D3 

389195 

15158JL.R1084 

LIB3433-011-Q6-K1-D7 

BLASTX 

g4519671 

478 

7.0e-48 

156 

62 

(AB017693) transfactor [Nicotiana tabacum] 
389196 

15159_1.R1084 
uC-osrocyp021fl2bl 

389197 

15161_1.R1084 
LIB3433-011-Q6-K1-E10 



Seq. No. 
Contig ID 
5' -most EST 



389198 

15163_1.R1084 
LIB3474-004-P1-K1-C2 



49433 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g6094335 

758 

1.0e-80 

202 

66 

SPERMIDINE SYNTHASE (PUTRESCINE AM I NO PROPYL TRANSFERASE) 
(SPDSY) >gi_3242659_dbj_BAA29033_ (AB015599) spermidine 
synthase [Coffea arabica] 

389199 

15164_1.R1084 

LIB3433-059-P1-K1-E9 

BLASTX 

g4826730 

547 

4.0e-56 

140 

75 

FK506 binding protein 12-rapamycin associated protein 1 
>gi_1169735_sp_P42345_FRAP_HUMAN FKB P - RAPAM YC I N ASSOCIATED 
PROTEIN (FRAP) (RAPAMYCIN TARGET PROTEIN) 

>gi_2135120_pir S45340 FKBP-rapamycin-associated protein 

(FRAP) - human >gi_508482 (L34075) FKBP-rapamycin 
associated protein [Homo sapiens] 

389200 

15166_1.R1084 

g3768100 

BLASTX 

g3193324 

730 

1.0e-98 

250 

64 

(AF069299) contains similarity to WD domains, G-beta 
repeats (Pfam: G-beta. hmm, score: 22.80 and 35.84) 
[Arabidopsis thaliana] 

389201 

15167_1.R1084 

g286957 

BLASTN 

g416320 

41 

2.0e-13 
41 

100 

Yeast centromere vector pRS415 with LEU2 marker, complete 
sequence 

389202 

15168_1.R1084 
LIB3475-009-P1-K1-F9 



Seq. No. 

Contig ID 



389203 

15169 1.R1084 



49434 



o 



5' -most EST 



LIB3434-005-P1-K1-H11 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 



389204 

15172_1.R1084 
uC-osflcypl41f07bl 

389205 

15172_2.R1084 
g2427806 

389206 

15172_3.R1084 
uC-osflM202095b03bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 



389207 

15174_1.R1084 

LIB34 33-057-P1-K1-G3 

BLAST X 

gl323742 

294 

5.0e-26 

151 

46 

(U32427) unknown [Triticum aestivum] 
389208 

15176_1.R1084 

uC-osflM202062d05bl 

BLASTX 

gl00099 

649 

5.0e-70 

209 

67 

DNA-binding protein VBP1 - fava bean >gi_1372966 (M81827) 
CREB-like protein [Vicia faba] 

389209 

15180JL.R1084 

g2442977 

BLASTX 

g3023721 

175 

4 .0e-12 

75 
55 

FLOWERING TIME CONTROL PROTEIN FCA 

>gi_2204095_emb_CAB05391_ (Z82992) FCA gamma [Arabidopsis 
thaliana] 

389210 

15186_1.R1084 

g2311444 

389211 

15188JL.R1084 
LIB3433-011-Q6-K1-G3 



49435 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389212 

15192_1.R1084 

g5005346 

BLASTN 

g4220645 

83 

2.0e-38 

303 
82 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYA6, complete sequence 



Seq. No. 


389213 


Contig ID 


15193 1.R1084 


5' -most EST 


uC-osrocyp012c08bl 


Method 


BLASTX 


NCBI GI 


gl421730 


BLAST score 


990 


E value 


1.0e-107 


Match length 


313 


% identity 


59 


NCBI Description 


(U43082) RF2 [Zea mays] 


Seq. No. 


389214 


Contig ID 


15195 1.R1084 


5' -most EST 


LIB3433-011-Q6-K1-H11 


Method 


BLASTX 


NCBI GI 


g3169883 


BLAST score 


718 


E value 


6.0e-76 


Match length 


208 


% identity 


65 


NCBI Description 


(AF033194) dehydroquinat 



oxidoreductase [Lycopersicon esculentum] >gi_31 69888 
( AF034 4 11 ) dehydroquinate dehydratase/shikimate : NADP 
oxidoreductase [Lycopersicon esculentum] 



Seq. No. 

Contig ID 
5 T -most EST 



389215 

15201JL.R1084 
g3768880 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389216 

15201_2.R1084 

g286295 

BLASTX 

g3695408 

133 

6.0e-09 

49 

69 

(AF096373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4538 956_emb_CAB39780 . 1_ (AL049488) probable 
wound-induced protein [Arabidopsis thaliana] 



Seq. No. 



389217 



49436 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15201_3.R1084 
g286506 

389218 

15201_4.R1084 

LIB3433-011-Q6-K1-H6 

BLASTX 

g3695408 

172 

3.0e-12 

87 

45 

(AF096373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4538 956__emb_CAB39780 . 1_ (AL049488) probable 
wound-induced protein [Arabidopsis thaliana] 



Q^rr No 


389219 


Pah +■ 1 rr TD 


15203 1 R1084 


U iVWJ O L. Ltu i. 


a^7674~87 




BLASTX 


KIPRT (IT 




DJ_uriO -L OLUI C 


435 


P 1 Trsl hp 


3 . 0e-45 


Mj^+"ph 1 print h 


140 


% identitv 


66 


NCBI Description 


(AL035708) putative protein [Arabidops 


Seq. No. 


389220 


Contig ID 


15205 1.R1084 


5 '-most EST 


LIB3433-012-Q6-K1-A12 


Method 


BLASTX 


NCBI GI 


gl684851 


BLAST score 


175 


E value 


3.0e-12 


Match length 


98 


% identity 


42 


NCBI Description 


(U77935) DnaJ-like protein [Phaseolus ■ 


Seq. No. 


389221 


Contig ID 


15215 1.R1084 


5 '-most EST 


LIB3433-012-Q6-K1-B6 


Method 


BLASTX 


NCBI GI 


g3193303 


BLAST score 


258 


E value 


4.0e-22 


Match length 


101 


% identity 


52 


NCBI Description 


(AF069298) similar to several proteins 



repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



389222 

15216JL.R1084 

LIB34 33-012-Q6-K1-B7 



49437 



o 



Seq. No. 


389223 


Contig ID 


15223 1.R1084 


5 '-most EST 


LIB3433-012-Q6-K1-C3 


Seq. No. 


389224 


Contig ID 


15224 1.R1084 


5' -most EST 


LIB3433-012-Q6-K1-C4 


Seq. No. 


389225 


Contig ID 


15225 1.R1084 


5' -most EST 


g2800793 


Method 


BLASTN 


NLbl bl 


~H c o n O A 

g / bzyz4 


BLAST score 


59 


E value 


7.0e-24 


Match length 


66 


% identity 


99 


NCBI Description 


D.melanogaster mRNA for elastin-like protein 


Seq. No. 


389226 


Contig ID 


15231 1.R1084 


5' -mo st EST 


g2428266 


Seq. No. 


389227 


Contig ID 


15232 1.R1084 


5' -most EST 


g4716419 


Seq. No. 


389228 


Contig ID 


15241 1.R1084 


5 '-most EST 


LIB3433-012-Q6-K1-E2 


Method 


BLASTX 


NCBI GI 


gl872521 


BLAST score 


293 


E value 


3.0e-34 


Match length 


115 


% identity 


43 


NCBI Description 


(U87833) zinc-finger protein Lsdl [Arabidops: 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1872523 (U87834) zinc-finger protein Lsdl [Arabidopsis 
thaliana] >gi__5262161_emb_CAB45804 . 1_ (AL080253) 
zinc-finger protein Lsdl [Arabidopsis thaliana] 

389229 

15242JL.R1084 

LIB3433-037-P1-K1-E3 

BLASTX 

g5257275 

437 

7.0e-43 

120 
73 

(AP000364) ESTs AU030740 (E60171) , AU030739 (E60171 ) 
correspond to a region of the predicted gene.; Similar to 
Populus tremuloides caffeoyl-CoA 3-Omethyltransf erase. 
(U27116) [Oryza sativa] 



Seq. No. 
Contig ID 



389230 

15242 2.R1084 



49438 



o 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3766629 
BLASTX 
g5257275 
822 

1.0e-87 

205 
84 

(AP000364) ESTs AU030740 (E60171 ) , AU030739 (E60171) 
correspond to a region of the predicted gene.; Similar to 
Populus tremuloides caffeoyl-CoA 3-O-methyltransf erase . 
(U27116) [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389231 

15245_1.R1084 

LIB3434-007-P1-K1-A7 

BLASTX 

gl00226 

391 

1.0e-37 

164 

50 

hypothetical protein - tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5 ' -most EST 



389232 

15252_1.R1084 
g2427423 



Seq. No. 
Contig ID 
5 '-most EST 



389233 

15259_1.R1084 

LIB34 33-012-Q6-K1-H4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389234 

15261_1.R1084 

LIB3434-044-P1-K1-F11 

BLASTX 

gl888551 

321 

2.0e-29 

136 

46 

(U89895) 
sativa] 



pathogenesis-related protein class 1 [Oryza 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389235 

15265_1.R1084 

LIB3433-035-P1-K1-H6 

BLASTX 

g3281846 

377 

1.0e-35 

266 
39 

(AJ006404) late elongated hypocotyl [Arabidopsis thaliana] 



49439 



€1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389236 

15266_1.R1084 

uC-osflM202047b09bl 

BLASTX 

g3023788 

254 

2.0e-21 

118 

40 

DIHYDRONEOPTERIN ALDOLASE (DHNA) >gi_2160684 (U72662) 
dihydroneopterin aldolase [Methylobacterium extorquens] 



Seq. No. 


389237 


Contig ID 


15269 1.R1084 


5 '-most EST 


LIB3475-010-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2695937 


BLAST score 


406 


E value 


2.0e-39 


Match length 


104 


% identity 


72 


NCBI Description 


(AJ222782) subtilisin-like proteas* 


Seq. No. 


389238 


Contig ID 


15273 1.R1084 


5' -most EST 


g 4714645 


Seq. No. 


389239 


Contig ID 


15274 1.R1084 


5 '-most EST 


LIB3434-025-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g5901954 


BLAST score 


169 


E value 


1.0e-ll 


Match length 


103 


% identity 


39 


NCBI Description 


FGFR1 oncogene partner >gi_4454263 




FGFR1 oncogene partner (FOP) [Homo 


Seq. No. 


389240 


Contig ID 


15283 1.R1084 


5 '-most EST 


g431809 


Method 


BLASTX 


NCBI GI 


gl653395 


BLAST score 


245 


E value 


1.0e-20 


Match length 


90 


% identity 


51 


NCBI Description 


(D90913) PET112 [Synechocystis sp. 


Seq. No. 


389241 


Contig ID 


15285 1.R1084 


5 '-most EST 


g2428216 


Method 


BLASTX 


NCBI GI 


g5668780 


BLAST score 


809 


E value 


3.0e-86 



49440 



o 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 



250 
64 

(AC007894) Strong similarity to gb_AF092432 protein 
phosphatase type 2C from Lotus japonicus. EST gb_T76026 
comes from this gene. [Arabidopsis thaliana] 

389242 

15286JL.R1084 

LIB3433-022-P1-K1-H6 

BLASTX 

g3941480 

268 

6.0e-23 

173 

38 

(AF062894) 
thaliana] 



putative transcription factor [Arabidopsis 



389243 

15289_1.R1084 

uC-osrocyp037a0 9bl 

BLASTX 

g3023817 

512 

7.0e-52 

107 
89 

GLUCOSE- 6-PHOSPHATE 1 -DEHYDROGENASE, CHOLOROPLAST ISOFORM 
PRECURSOR (G6PD) >gi_1480344__emb_CAA677 82_ (X99405) 
glucose-6-phosphate dehydrogenase [Nicotiana tabacum] 

389244 

15290_1.R1084 
LIB3433-013-Q6-K1-B2 

389245 

15291JL.R1084 

g569535 

BLASTX 

g4966343 

453 

1.0e-93 

337 

52 

(AC006341) Is a member of PF_00481 Protein phosphatase 2C 
family. [Arabidopsis thaliana] 

389246 

15293_1.R1084 

LIB34 33-057-P1-K1-A4 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



389247 

15294__1.R1084 
LIB3433-013-Q6-K1-B6 

389248 

15296 1.R1084 



49441 



o 



5 '-most EST 


g5455320 


Method 


BLASTX 


NCBI GI 


g3023947 


BLAST score 


238 


E value 


8.0e-21 


Match length 


117 


% identity 


52 


NCBI Description 


PROBABLE HISTONE DEACETYLASE (RPD3 HOMOLOG) >gi 2 665840 




(AF035815) putative histone deacetylase RPD3 [Zea mays] 


Seq. No. 


389249 


Contig ID 


15298 1.R1084 


5' -most EST 


g700190 


Method 


BLASTX 


NCBI GI 


g2244797 


BLAST score 


322 


E value 


2.0e-29 


Match length 


184 


% identity 


42 


NCBI Description 


(Z97336) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


389250 


Contig ID 


15302 1.R1084 


5 T -most EST 


g5005424 


Seq. No. 


389251 


Contig ID 


15305 1.R1084 


5 '-most EST 


LIB34 33-013-Q6-K1-C7 


Seq. No. 


389252 


Contig ID 


15310 1.R1084 


5 '-most EST 


g3762235 


Method 


BLASTX 


NCBI GI 


gl27579 


BLAST score 


198 


E value 


4.0e-15 


Match length 


74 


% identity 


65 


NCBI Description 


MYB-RELATED PROTEIN HV1 >gi_82423_pir S048 96 transforming 




protein (myb) homolog (clone Hvl) - barley 




>gi 2130044 pir S61506 Mybl protein - barley 




>gi 19051 emb CAA50222 (X70877) MybHvl [Hordeum vulgare] 




>gi 19053 emb CAA50224 (X70879) MybHvl [Hordeum vulgare] 




>gi 227030 prf 1613412A myb-related gene Hvl [Hordeum 




vulgare var. distichum] 


Seq. No. 


389253 


Contig ID 


15310 2.R1084 


5 '-most EST 


g3769181 


Method 


BLASTN 


NCBI GI 


gl9050 


BLAST score 


51 


E value 


1.0e-19 


Match length 


131 


% identity 


77 


NCBI Description 


H. vulgare mybl mRNA 



49442 



o 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389254 

15322_1.R1084 

LIB3433-015-Q6-K7-E3 

BLASTX 

g4512685 

304 

3.0e-27 

180 
41 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_J559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389255 

15322_2.R1084 

g3762945 

BLASTX 

g4512685 

363 

3.0e-34 

176 

43 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087__6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 r -most EST 



389256 

15325__1.R1084 
uC-osflM202053c09bl 



Seq. No. 
Contig ID 
5 '-most EST 



389257 

15325_2.R1084 
uC-osflcyp002c01bl 



Seq. No. 
Contig ID 
5' -most EST 



389258 

15327JL.R1084 
LIB3474-004-P1-K1-A3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



389259 

15328_1.R1084 

LIB3434-013-P1-K1-G9 

BLASTX 

g3747044 

257 

9.0e-22 

112 
52 

(AF093537) blue copper protein [Zea mays] 
389260 

15334_1.R1084 

g700956 

BLASTX 

g4981053 

701 

1.0e-73 
266 



49443 



% identity 

NCBI Description 



53 

(AE001729) tryptophan synthase, beta subunit [Thermotoga 
rnaritima] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



389261 

15337JL.R1084 

g2310397 

BLASTX 

g2826786 

381 

5.0e-41 

194 
53 

(Y10905) RAPB protein [Oryza sativa] 
389262 

15342_1.R1084 

g428567 

BLASTX 

g4490706 

578 

1.0e-59 

180 

61 

(AL035680) putative protein [Arabidopsis thaliana] 
389263 

15349JL.R1084 

g3462563 

BLASTX 

g629783 

387 

4.0e-43 

166 

53 

ES43 protein - barley >gi_1345528_emb_CAA54 682_ (X77575) 
ES43 [Hordeum vulgare] 

389264 

15354JL.R1084 

uC-osflcypl55d02bl 

BLASTX 

g2865177 

469 

1.0e-46 

170 

54 

(AB010946) AtRerlB [Arabidopsis thaliana] 
389265 

15354_2.R1084 

g2798222 

BLASTX 

g2865175 

419 

1.0e-40 

87 



49444 



% identity 

NCBI Description 



85 

(AB010945) AtRerlA [Arabidopsis thaliana] 

>gi_4914434_emb_CAB43637.1_ (AL050351) AtRerlA [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389266 

15355_1.R1084 

g3763265 
BLASTX 
g4586433 
206 

7.0e-16 

52 

71 

(AB016798) ribosomal protein L29/cell surface heparin 
binding protein HIP [Sus scrofa] 

>gi_4586439__dbj_BAA76404.1_ (AB017196) ribosomal protein 
L29/heparin/heparan sulfate interacting protein [Sus 
scrofa] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389267 

15355__2.R1084 

g5004671 

BLASTX 

gl350707 

206 

4 .Oe-16 

52 
71 

60S RIBOSOMAL PROTEIN L29 >gi_539923_pir JC2012 ribosomal 

protein 17K - mouse >gi_404766 (L08651) ribosomal protein 
[Mus musculus] 



Seq. No. 
Contig ID 
5' -most EST 



389268 

15358_1.R1084 

LIB34 33-014-Q6-K1-A6 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



389269 

15361_1.R1084 

g427222 

389270 

15361_2.R1084 
LIB3433-034-P1-K1-F8 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389271 

15371_1.R1084 

uC-osrocyp005c09bl 

BLASTX 

g2924772 

604 

3.0e-62 

139 

80 

(AC002334) unknown protein [Arabidopsis thaliana] 



Seq. No. 



389272 



49445 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15376JL.R1084 

g3761934 

BLASTX 

g231503 

1033 

0.0e+00 

377 

97 

ACTIN 97 
>gi_2154 4 



>gi_100417_pir 
emb CAA39280 



_S20098 actin - potato 
(X55751) actin [Solanum tuberosum] 



389273 

15377_1.R1084 

LIB3433-014-Q6-K1-D10 

BLASTX 

g4314401 

436 

4.0e-43 

124 

65 

(AC006232) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389274 

15381_1.R1084 

LIB3433-014-Q6-K1-D3 

BLASTX 

g4455274 

493 

1.0e-106 

260 

78 

(AL035527) spliceosome associated protein-like [Arabidopsis 
thaliana] 



389275 

15383_1.R1084 

LIB3434-052-P1-K1-E8 

BLASTX 

g2130099 

285 

2.0e-25 

76 

72 

acetyl-CoA carboxylase 



(EC 6.4.1.2) - wheat >gi_514306 



(U10187) acetyl-CoA carboxylase [Triticum aestivum] 
389276 

15384JL.R1084 

g569330 

BLASTX 

gll50406 

199 

4.0e-17 

181 

45 

(Z46868) exo-l f 3-beta-glucanase/l, 3-beta-D-glucan 



49446 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

,J J? Seq. No. 

;jf Contig ID 

CI 5 '-most EST 

00 Method 

Jf; NCBI GI 

BLAST score 

ri E value 

LT Match length 

^- % identity 

s NCBI Description 

Seq. No. 
[V Contig ID 
JT 5 '-most EST 
=M Method 
O NCBI GI 

Q BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



glucanohydrolase [Pichia angusta] 
389277 

15385JL.R1084 
LIB3433-014-Q6-K1-D7 

389278 

15386J..R1084 
LIB3434-039-P1-K1-E4 

389279 

15386_2.R1084 
LIB3433-014-Q6-K1-D8 

389280 

15387_1.R1084 
g3759092 

389281 

15388_1.R1084 

uC-osflm202101e04bl 

BLASTX 

g2832628 

388 

2.0e-40 

140 
64 

(AL021711) putative protein [Arabidopsis thaliana] 
389282 

15398_1.R1084 

LIB3433-061-P1-K1-A12 

BLASTN 

g6015437 

37 

5.0e-ll 

37 
60 

Homo sapiens PEX1 mRNA, complete cds 
389283 

15399JL.R1084 

g5003093 

BLASTX 

g4490316 

427 

7.0e-58 

237 
50 

(AL035678) nucellin-like protein [Arabidopsis thaliana] 
389284 

15400_1.R1084 

uC-osflcypl20b03bl 

BLASTX 

g4336436 

474 



49447 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



2.0e-47 

156 
60 

(AF092432) protein phosphatase type 2C [Lotus japonicus] 
389285 

15402JL.R1084 

LIB3434-058-P1-K1-H4 

BLASTX 

g2832632 

505 

8.0e-51 

165 
67 

(AL021711) hypothetical protein [Arabidopsis thaliana] 
389286 

15405JL.R1084 
LIB3433-014-Q6-K1-F9 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389287 

15407_1.R1084 

uC-osflm202107f04bl 

BLASTX 

g2335108 

490 

2.0e-51 

162 

60 

(AC002339) putative isulinase [Arabidopsis thaliana] 
389288 

15408_1.R1084 

LIB3433-014-Q6-K1-G11 

BLASTX 

g4835765 

528 

8.0e-54 

155 
69 

(AC007202) Is a member of the PF_00171 aldehyde 
dehydrogenase family. ESTs gb_T21534, gb_N65241 and 
gb AA395614 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



389289 

15409JL.R1084 

g4714853 

BLASTX 

g2827536 

285 

8.0e-25 

153 

37 

(AL021633) hypothetical protein [Arabidopsis thaliana] 
389290 

15412 1.R1084 



49448 



o 



5 '-most EST 



LIB3433-029-P1-K1-A10 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



389291 

15414_1.R1084 

LIB3433-014-Q6-K1-G7 

BLASTX 

g478809 

554 

2.0e-56 

242 

42 

protein kinase 
protein kinase 
protein kinase 



6 (EC 2.7.1.- 

[Glycine max] 
[Glycine max] 



- soybean >gi_170047 (M67449) 
>gi_444789_prf 1908223A 



389292 

15418_1.R1084 

LIB34 34-025-P1-K1-E2 

BLASTX 

g728880 

533 

5.0e-54 

147 

69 

N-TERMINAL ACETYLTRANSFERASE COMPLEX ARD1 SUBUNIT HOMOLOG 
>gi_517485_emb_CAA54 691_ (X77588) ARD1 N-acetyl transferase 
homologue [Homo sapiens] >gi_1302661 (U52112) ARD1 N-acetyl 
transferase related protein [Homo sapiens] 

389293 

15423_1.R1084 
uC-osflm202106fllbl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



389294 

15425JL.R1084 

LIB34 33-014-Q6-K1-H9 

389295 

15426J..R1084 

g4969181 

BLASTX 

g4160292 

387 

3.0e-37 

121 

60 

(Y18209) alpha-N-acetylglucosaminidase [Nicotiana tabacum] 
389296 

15428JL.R1084 

g2310159 

BLASTX 

g4127348 

410 

7.0e-40 

154 
52 



49449 





NCBI Description 


(AJ010449) glutathione transferase [Alopecurus myosuroide, 




Seq. No. 


389297 




Contig ID 


15431 1.R1084 




5 '-most EST 


uC-osflcypl39c09bl 




Seq. No. 


389298 




Contig ID 


15432 1.R1084 




5' -most EST 


g3762102 




Method 


BLASTX 






go D 4t 1 0 z) 1 




BLAST score 


227 




E value 


3.0e-18 




Match length 


96 




% identity 


50 




NCBI Description 


(AL096860) putative protein [Arabidopsis thaliana] 




Seq. No. 


389299 




Contig ID 


15435 1.R1084 




5 '-most EST 


LIB3433-020-P1-K1-A8 


C'i 


Method 


BLASTX 




VT/T3 T C T 

NCBI bl 


gouuooyz 




BLAST score 


166 




E value 


2.0e-ll 




Match length 


46 




% identity 


63 


- 


NCBI Description 


(AC008153) unknown protein [Arabidopsis thaliana] 




Seq. No. 


389300 




Contig ID 


15439 1.R1084 




5 '-most EST 


g3768381 




Method 


BLASTX 






gzz oZ 1 U D 


y 


BLAST score 


430 




E value 


4.0e-57 




Match length 


214 




% identity 


52 




NCBI Description 


(AC002343) unknown protein [Arabidopsis thaliana] 




Seq. No. 


389301 




Contig ID 


15443 1.R1084 




5 1 -most EST 


LIB3433-020-P1-K1-B6 




Method 


BLASTX 




NCBI GI 


g3047096 




BLAST score 


14 O 




E value 


6.0e-21 




Match length 


182 




% identity 


38 




NCBI Description 


(AF058826) similar to eukaryotic protein kinase domains 






(Pfam: pkinase . hmm, score: 189.74) [Arabidopsis thaliana] 




Seq. No. 


389302 




Contig ID 


15444 1.R1084 




5' -most EST 


LIB3474-001-P1-K1-G3 




Method 


BLASTX 




NCBI GI 


g3075391 




BLAST score 


248 



49450 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



7.0e-29 

220 

44 

(AC004484] 



unknown protein [Arabidopsis thaliana] 



389303 

15447JL.R1084 
LIB3433-020-P1-K1-C1 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



389304 

15461JL.R1084 
uC-osflcypl31bl0al 

389305 

15464_1.R1084 
LIB3474-011-P1-K1-E5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



389306 
15465_1 
LIB3433 
BLASTX 
g3935170 
738 

3.0e-78 

227 
61 

(AC004557) 



R1084 
020-P1- 



•K1-D7 



F17L21.13 [Arabidopsis thaliana] 



389307 

15474_1.R1084 

LIB3433-020-P1-K1-E5 

BLASTX 

g2244898 

567 

3.0e-60 

170 
66 

(Z97338) phosphatase like protein [Arabidopsis thaliana] 
389308 

15476_1.R1084 

g6012902 

BLASTX 

gl69363 

285 

6.0e-25 

62 
77 

(M75856) PVPR3 [Phaseolus vulgaris] 
389309 

15476_2.R1084 
g5607544 

389310 

15476_3.R1084 
LIB3434-032-P1-K1-D3 



49451 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

gl69363 

285 

5.0e-25 

63 
79 

(M75856) 



PVPR3 [Phaseolus vulgaris] 



389311 

15476_4.R1084 

LIB347 9-001-Q6-K2-D12 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



389312 

15477_1.R1084 

uC-osrocyp037d05bl 

BLASTX 

g3237304 

518 

3.0e-52 

194 

54 

(U91561) pyridoxine 5' -phosphate oxidase [Rattus 
norvegicus ] 

389313 

15478_1.R1084 
LIB3433-020-P1-K1-E9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389314 

15489JL.R1084 

uC-osflcypl40cl2bl 

BLASTX 

gl362051 

945 

1.0e-102 

205 
86 

protein kinase 3 - soybean >gi_310582 
kinase 3 [Glycine max] 



(L19361) protein 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



389315 

15491_1.R1084 

LIB3433-020-P1-K1-G10 

BLASTX 

g4678941 

362 

1.0e-34 

139 

58 

(AL04 9711) gamma response 
389316 

15492JL.R1084 

LIB3433-020-P1-K1-G11 

BLASTX 

g4587514 

923 



I protein [Arabidopsis thaliana] 



49452 



o 



E value 
Match length 
% identity 
NCBI Description 



1.0e-100 

227 
78 

(AC007060) Similar to W08E3.3 gi_3880615 putative 
GTP-binding protein from C. elegans cosmid gb_Z92.773. EST 
gb_AA5 97331 comes from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389317 

15494_1.R1084 

g2431310 

BLASTX 

g4895197 

154 

9.0e-10 

48 
58 

(AC007 661) hypothetical protein [Arabidopsis thaliana] 
389318 

15498JL.R1084 

LIB3433-020-P1-K1-G6 

BLASTX 

gl888357 

325 

7.0e-34 

148 
55 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1084 

-020-P1-K1-H9 



389319 
15510_1. 
LIB3433- 
BLASTX 
g2246380 
352 

3.0e-33 

97 

67 

(Z86095) peptidyl-prolyl cis-trans isomerase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389320 

15517JL.R1084 

LIB3433-027-P1-K1-A4 

BLASTX 

g4760700 

263 

2.0e-22 

138 
41 

(AB024437) peroxidase 1 



[Scutellaria baicalensis] 



Seq. No. 
Contig ID 
5' -most EST 



389321 

15521_1.R1084 
g2427736 



49453 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g2288982 

592 

5.0e-61 

169 
69 

(AC002335) hypothetical protein [Arabidopsis thaliana] 
389322 

15527JL.R1084 
uC-osroM202001e03al 



Seq. No, 
Contig ID 
5 1 -most EST 



389323 

15529_1.R1084 
LIB3433-027-P1-K1-B5 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



389324 

15531JL.R1084 

LIB347 4-012-P1-K1-D2 

BLASTX 

g5679841 

548 

6.0e-56 

217 
52 

(AJ243961) contains eukaryotic protein kinase domain 
PF_00069 [Oryza sativa] 

389325 

15533JL.R1084 

g699784 

BLASTX 

g4006882 

741 

2.0e-78 

216 

62 

(Z99707) UDP-glucuronyltransf erase-like protein 
[Arabidopsis thaliana] 

389326 

15536JL.R1084 
uC-osrocyp027b02al 

389327 

15538_1.R1084 
LIB3475-007-P1-K1-H8 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



389328 

15539_1.R1084 

g428808 

BLASTX 

gl706958 

915 

1.0e-98 

219 
74 



49454 



II 



NCBI Description (U58284) cellulose synthase [Gossypium hirsutum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST . score 

E value 

Match length 

% identity 

NCBI Description 



389329 

15542_1.R1084 

uC-osrocyp034hl0al 

BLASTX 

g5441874 

422 

2.0e-41 

79 
100 

(AP000366) Similar to maize transposon MuDR mudrA-like 
protein. (AC002340) [Oryza sativa] 



Seq. No. 
Contig ID 
5 1 -most EST 



389330 

15543JL.R1084 
g427792 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389331 

15545JL.R1084 

g3762758 

BLASTX 

g6093429 

356 

9.0e-34 

109 
61 

PUTATIVE METHYLTRANSFERASE >gi_2911587_emb_CAA1194 4_ 
(AJ224442) methyltransf erase [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389332 

15546_1.R1084 

LIB3475-007-P1-K1-H11 

BLASTX 

g3941480 

325 

2.0e-29 
106 
77 

(AF062894) 
thaliana] 



putative transcription factor [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



389333 

15547_1.R1084 
LIB3433-027-P1-K1-D10 



Seq. No. 
Contig ID 
5' -most EST 



389334 

15551JL.R1084 
g3766865 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



389335 

15552_1.R1084 

uC-osflcyp027d07bl 

BLASTX 

g3915085 

601 

2.0e-62 



49455 



Match length 

% identity 

NCBI Description 



152 
79 

TRANS -C INN AMATE 4 -MONOOXYGENASE (CINNAMIC ACID 
4 -HYDROXYLASE) (CA4H) (P450C4H) (CYTOCHROME P450 73) 
>gi_1773289 (U71081) cinnamate-4-hydroxylase [Arabidopsis 
thaliana] >gi_194637 0 (U93215) cinnamate-4-hydroxylase 
[Arabidopsis thaliana] 



Seq. No. 


389336 


Contig ID 


15556 1.R1084 


5' -most EST 


LIB3434-043-P1-K1-F3 


Seq. No. 


389337 


Contig ID 


15559 1.R1084 


5 1 -most EST 


uC-osflcypl74e05bl 


Method 


BLASTX 


NCBI GI 


g3297816 


BLAST score 


533 


E value 


4 .Oe-54 


Match length 


162 


% identity 


65 


NCBI Description 


(AL031032) putative ] 


Seq. No. 


389338 


Contig ID 


15565_1.R1084 


5' -most EST 


LIB34 33-027-P1-K1-E6 


Seq. No. 


389339 


Contig ID 


15567JL.R1084 


5 1 -most EST 


g4880928 


Method 


BLASTX 


NCBI GI 


gl352613 


BLAST score 


532 


E value 


8. Oe-54 


Match length 


121 


% identity 


91 


NCBI Description 


OCS-ELEMENT BINDING 




>gi_4 4 4 04 7_emb_CAA4 4 




mays] 


Seq. No. 


389340 


Contig ID 


15570 1.R1084 


5 '-most EST 


g5038892 


Seq. No. 


389341 


Contig ID 


15580 1.R1084 


5 '-most EST 


uC-osroM202019f06bl 


Method 


BLASTX 


NCBI GI 


g6016877 


BLAST score 


307 


E value 


1.0e-27 


Match length 


77 


% identity 


75 


NCBI Description 


(AP000570) ESTs AU07 



FACTOR 1 (OCSBF-1) 



1 [Zea 



correspond to a region of the predicted gene.; hypothetical 
protein [Oryza sativa] 



49456 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389342 

15580_2.R1084 

g5900709 

BLASTX 

g6016877 

253 

2.0e-21 

65 
77 

(AP000570) ESTs AU077642 (E30706) , AU077641 (E30706) 
correspond to a region of the predicted gene.; hypothetical 
protein [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389343 

15580_3.R1084 

uC-osflcypl71d04bl 

BLASTX 

g6016877 

222 

9.0e-18 

48 

79 

(AP000570) ESTs AU077642 (E30706) , AU07764 1 (E30706) 
correspond to a region of the predicted gene.; hypothetical 
protein [Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 



389344 

15586_1.R1084 
g3766791 



Seq. No. 
Contig ID 
5 '-most EST 



389345 

15588_1.R1084 
uC-osroM202011b05bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389346 

15588_2.R1084 

g3761521 

BLASTN 

g58063 

83 

2.0e-38 

117 

95 

pBluescript II SK(+) vector DNA, phagemid excised from 
lambda ZAPII 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389347 

15591_1.R1084 

g6062525 

BLASTN 

g5257255 

42 

2.0e-14 

254 

57 

Oryza sativa genomic DNA, chromosome 8, clone :P002 6F07 



49457 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389348 

15592_1.R1084 

LIB3433-027-P1-K1-H3 

BLASTX 

g3747050 

479 

7.0e-48 

113 
85 

(AF093540) ribosomal protein L26 [Zea mays] 



Sea No. 


389349 


Contig ID 


15592 2.R1084 


5 ' -most EST 


g6012813 


Method 


BLASTX 


NCBI GI 


g2618687 


BLAST score 


191 




2 . Oe-14 


M3"t"ph 1 PTKTth 

L J. CI J_^±J.y Lll 


59 


S: -1 Hprt t 1 f V 


35 


NPRT Dp^pti nl" i on 

LN i—> -L 1— ' "C- O 1 — 'J L. b-s < u \-s X X 


(AC002510) hypothetical protein [Arabidopsis thaliana] 




389350 


Pnnt- -j rr T D 


15594 1 R1084 


5 '-most EST 


LIB3434-04 9-P1-K1-C9 


LIC L11UU 


BLASTX 


NCBI GI 

iV \w" XJ J-. \J J- 


gl352660 


BLAST score 


212 


E value 


2.0e-16 


Match length 


137 


% identity 


33 


NCBI Description 


COP-COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR 


>gi 924850 (U26264) CHOp24 [Cricetulus griseus] 


Seq. No. 


389351 


Contig ID 


15595 1.R1084 


5 '-most EST 


LIB3433-060-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl420887 


BLAST score 


144 


E value 


1.0e-08 


Match length 


47 


% identity 


51 


NCBI Description 


(U34334) non-specific lipid transfer-like protein 




[Phaseolus vulgaris] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389352 

15597JL.R1084 

LIB3434-060-P1-K1-G12 

BLASTX 

g2708624 

1071 

1.0e-117 

216 
87 

(AF036618) acetyl-CoA synthetase [Arabidopsis thaliana] 



49458 



€1 



m 



Seq. No. 


389353 


Contig ID 


15600 1.R1084 


5 '-most EST 


LIB3433-028-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


™/l A m AH 

g44 6 / 14 / 


BLAST score 


790 


E value 


2.0e-84 


Match length 


227 


% identity 


68 


NCBI Description 


(AL035540) putative ] 


Seq. No. 


389354 


Contig ID 


15603 1.R1084 


5 T -most EST 


LIB3433-050-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g6016877 


BLAST score 


232 


E value 


7.0e-19 


Match length 


53 


% identity 


81 


NCBI Description 


(AP000570) ESTs AU07 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



correspond to a region of the predicted gene, 
protein [Oryza sativa] 



hypothetical 



389355 

15608JL.R1084 

uC-osrocyp015fl0bl 

BLASTN 

g6006355 

38 

3.0e-ll 

139 

87 

Oryza sativa genomic DNA, chromosome 6, clone : P04 93C11 
389356 

15611_1.R1084 
uC-osflcypl57gl2bl 

389357 

15614_1.R1084 

g702264 
BLASTX 
g2827544 
631 

1.0e-65 

164 
75 

(AL021635) HSP associated protein like [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



389358 

15617_1.R1084 
g3767429 

389359 

15624 1.R1084 



49459 



6 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2442267 
BLASTX 
gll69369 
208 

5.0e-16 

73 
52 

DNAJ PROTEIN >gi_541427__pir S41758 heat shock protein dnaJ 

- Clostridium acetobutylicum >gi_433079_emb__CAA487 92_ 
(X69050) DnaJ [Clostridium acetobutylicum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389360 

15625_1.R1084 

LIB3433-028-P1-K1-C5 

BLASTX 

g2129628 

254 

2.0e-21 

95 
55 

ketoconazole resistent protein - Arabidopsis thaliana 
>gi_928938_emb_CAA61433_ (X89036) ketoconazole resistent 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389361 

15630_1.R1084 

g3766718 

BLASTX 

g4432860 

310 

9.0e-28 

138 
10 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 

389362 

15633JL.R1084 

uC-osroM202014e07bl 

BLASTX 

gl542941 

1463 

1.0e-163 

379 

76 

(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 



Seq. No. 

Contig ID 
5' -most EST 



389363 

15634_1.R1084 
LIB3433-028-P1-K1-D2 



Seq. No. 
Contig ID 
5' -most EST 



389364 

15637_1.R1084 

LIB34 33-028-P1-K1-D5 



Seq. No. 
Contig ID 



389365 

15643 1.R1084 



49460 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3433-028-P1-K1-E10 

BLASTX 

g2194125 

793 

1.0e-84 

176 

82 

(AC002062) ESTs gb_R30459, gb_N38441 come from this gene. 
[Arabidopsis thaliana] 

389366 

15646_1.R1084 

LIB3477-007-P1-K1-D1 

BLASTX 

g3850587 

592 

2.0e-67 

216 
69 

(AC005278) Strong similarity to gi_2244780 hypothetical 
protein from Arabidopsis thaliana chromosome 4 contig 
gb_Z97335. [Arabidopsis thaliana] 

389367 

15647_1.R1084 

g4714816 

BLASTX 

gl076821 

412 

3.0e-47 

114 

85 

probable l-acyl-glycerol-3-phosphate acyltransf erase - 
maize >gi_575960_emb_CAA82638__ (Z29518) 

l-acyl-glycerol-3-phosphate acyltransf erase (putative) [Zea 
mays] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389368 

15650_1.R1084 

LIB34 33-028-P1-K1-E7 

BLASTX 

g4038471 

256 

5.0e-22 

47 

98 

(AF111029) 40S ribosomal protein S27 homolog [Zea mays] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



389369 

15651_1.R1084 

g2799767 

BLASTX 

gll6054 

391 

4.0e-72 

182 

55 



49461 



NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CALCIUM- DEPENDENT PROTEIN KINASE SK5 (CDPK) 

>gi_280393_pir A43713 calcium-dependent protein kinase (EC 

2.7.1.-) - soybean >gi_169931 (M64 987) Glycine max calcium 
dependent protein kinase mRNA. [Glycine max] 



.R1084 

-028-P1-K1-E9 



389370 
15652JL 
LIB3433- 
BLASTX 
g2765140 
628 

2.0e-65 

151 

76 

(Y11931) l-phosphatidylinositol-4, 5-bisphosphate 
phosphodiesterase [Nicotiana rustica] 

389371 

15653_1.R1084 

LIB3433-028-P1-K1-F1 

BLASTX 

g462234 

408 

1.0e-39 

111 

77 

HISTONE H2A >gi_419741_pir S30155 histone H2A - Norway 

spruce >gi__297 871_emb_CAA4 8030_ (X67819) histone H2A [Picea 
abies] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389372 

15658_1.R1084 

LIB3434-051-P1-K1-A12 

BLASTX 

g5103810 

290 

7.0e-26 

59 

80 

(AC007591) Similar to gb_X79273 cytochrome c 
hinge protein subunit from Solanum tuberosum. 
gb_T45282 and gb_T21596 come from this gene, 
thaliana] 



reductase 

ESTs 
[Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389373 

15660JL.R1084 

LIB3433-028-P1-K1-F5 

BLASTX 

g4835752 

593 

2.0e-61 

146 
75 

(AC007202) Is a 
kinase family. 



member of the PF_00069 Eukaryotic protein 
ESTs gb_T4 6484, gb_AF066875 and gb__N96237 



come from this gene. [Arabidopsis thaliana] 



49462 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389374 

15664JL.R1084 

g568152 

BLASTX 

g4680212 

157 

5.0e-10 

40 
78 

(AF114171) hypothetical protein [Sorghum bicolor] 



389375 

15665JL.R1084 

g3768676 

BLASTN 

g2766447 

46 

2.0e-16 

138 

86 

Sorghum bicolor cytochrome P450 CYP98A1 
complete cds 



(CYP98A1) mRNA, 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



389376 

15665_2.R1084 

uC-osflcypl75f06bl 

BLASTX 

g5915857 

1442 

0.0e+00 

372 

89 

CYTOCHROME P450 98A1 >gi_276644 8 
CYP98A1 [Sorghum bicolor] 



(AF029856) cytochrome P450 



389377 

15671_1.R1084 

g3762247 

BLASTX 

gl203832 

368 

5.0e-35 

75 

87 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

389378 

15674_1.R1084 

g702001 

BLASTX 

g4850400 

686 

1.0e-109 

209 
84 



49463 



fl 



NCBI Description 



(AC007357) Similar to gb_M86917 oxysterol-binding protein 
from Homo sapiens. [Arabidopsis thaliana] 



Seq. No. 


389379 


Contig ID 


15675 1.R1084 


5' -most EST 


uC-osflm202102f09bl 


Seq. No. 


389380 


Lonrig ±u 


1 R £T £ 1 "DIOQ/I 
lOO /D 1 . Kl Uo4 


5 1 -most EST 


LIB3433-028-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g77794 


BLAST score 


158 


E value 


3.0e-10 


Match length 


83 


% identity 


36 


NCBI Description 


alpha-amylase (EC 3.2.1.1) precursor - Pseudomonas sp 


Seq. No. 


389381 


Contig ID 


loo/y 1 . Rl Uo 4 


5 1 -most EST 


uC-osflcyp061h07bl 


Method 


BLASTX 


NCBI GI 


g6091734 


BLAST score 


172 


E value 


4.0e-12 


Match length 


66 


% identity 


45 


NCBI Description 


(AC0107 97) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


389382 


Contig ID 


1od79 2.R1084 


5' -most EST 


LIB3433-028-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g6091733 


BLAST score 


146 


E value 


4.0e-14 


Match length 


65 


% identity 


63 


NCBI Description 


(AC0107 97) unknown protein [Arabidopsis thaliana] 


Seq. No. 


389383 


Contig ID 


15680 1.R1084 


5 T -most EST 


g3767609 


Method 


BLASTX 


NCBI GI 


gll72553 


BLAST score 


500 


E value 


3.0e-50 


Match length 


126 


% identity 


80 


NCBI Description 


OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 




(VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 




>gi_456672_emb_CAA54788_ (X77733) voltage dependent anion 




channel (VDAC) [Triticum aestivum] 


Seq. No. 


389384 


Contig ID 


15680 2.R1084 


5 1 -most EST 


g699630 



49464 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!172553 

1004 

1.0e-109 

242 

83 

OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 

(VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 
>gi_456672_emb_CAA547 88_ (X77733) voltage dependent anion 
channel (VDAC) [Triticum aestivum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389385 

15686_1.R1084 

uC-osflM202068gllbl 

BLASTX 

g3202026 

1231 

1.0e-135 

264 

85 

(AF069316) stromal L-ascorbate peroxidase precursor 
[Mesembryanthemum crystallinum] 



389386 

15693_1.R1084 

LIB3434-056-P1-K1-C7 

BLASTX 

g6009521 

654 

6.0e-68 

471 

25 

(AB021491) plOO co-activator 



[Mus musculus] 



389387 

15704_1.R1084 

LIB3433-029-P1-K1-B7 

BLASTX 

g2827529 

291 

3.0e-26 

109 
49 

(AL021633) putative protein [Arabidopsis thaliana] 
389388 

15707_1.R1084 

LIB3433-029-P1-K1-C1 

BLASTX 

g2995953 

247 

6.0e-21 

79 
61 

(AF053565) glutaredoxin I 



[Mesembryanthemum crystallinum] 



Seq. No. 



389389 



49465 



o 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15715_1.R1084 

LIB3433-029-P1-K1-C7 

BLASTX 

g3152572 

405 

3.0e-39 

201 

45 

(AC002986) Contains homology to DNAJ heatshock protein 
gb_U32803 from Haemophilus influenzae* [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



389390 

15720_1.R1084 

LIB34 33-02 9-P1-K1-D12 

BLASTX 

g3549667 

514 

4.0e-52 

163 
61 

(AL031394) Arabidopsis dynamin-like protein ADL2 
[Arabidopsis thaliana] 

389391 

15723_1.R1084 
uC-osroM202024b08al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



389392 

15724_1.R1084 

g3762214 

BLASTX 

g4580389 

395 

3.0e-38 

100 

73 

(AC007171) unknown protein [Arabidopsis thaliana] 
389393 

15733JL.R1084 

LIB34 33-02 9-P1-K1-E5 

BLASTX 

g3193330 

408 

1.0e-39 

124 
65 

(AF069299) 
{GB:L22305 



contains similarity to Medicago sativa corC 
[Arabidopsis thaliana] 



389394 

15734JL. R1084 

g2442270 

BLASTX 

g2467274 

222 



49466 



E value 


2.0e-25 


Match length 


122 


% identity 


56 


NCBI Description 


(Z99759) rna binding protein [Schizosaccharomyces ; 


Seq. No. 


389395 


Contig ID 


15736 1.R1084 


5 '-most EST 


LIB3433-029-P1-K1-F1 


Method 


BLAST N 


NCBI GI 


go01o4 3 I 


BLAST score 


38 


E value 


7.0e-12 


Match length 


39 


% identity 


61 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


389396 


Contig ID 


15737 1.R1084 


5 '-most EST 


g426999 


Seq. No. 


389397 


Contig ID 


15738 1.R1084 


5 '-most EST 


LIB3433-029-P1-K1-F11 


Seq. No. 


389398 


Contig ID 


15747 1.R1084 


5 '-most EST 


g428248 


Method 


BLASTX 


NCBI GI 


g4314378 


BLAST score 


561 


E value 


8.0e-71 


Match length 


352 


% identity 


44 


NCBI Description 


(AC006232) putative lipase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



>gi_5306262_gb__AAD41994.1_AC006233_5 (AC006233) putative 
lipase [Arabidopsis thaliana] 

389399 

15749JL.R1084 
LIB3433-029-P1-K1-G12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



389400 

15750JL.R1084 

g571991 

BLASTX 

g2739381 

698 

1.0e-107 

328 
58 

(AC002505) putative patatin [Arabidopsis thaliana] 
389401 

15756JL.R1084 
LIB3433-029-P1-K1-G8 



Seq. No. 



389402 



49467 



Contig ID 


±0 ID i 1 . KlUo4 


5 1 -most EST 


LIB3433-029-P1-K1-G9 


Seq. No, 


389403 


Contig ID 


15759 l.R10cs4 


5 1 -most EST 


g2311797 


Seq. No. 


389404 


Contig ID 


15761 1.R1084 


5 1 -most EST 


uC-osroM202011c06bl 


Seq. No. 


389405 


Contig ID 


15763 1.R1084 


5 '-most EST 


uC-osflcypl57h03bl 


Method 


BLASTX 


NCBI GI 


g6016737 


BLAST score 


169 


E value 


o . ue— l ± 


Match length 


215 


% identity 


28 


NCBI Description 


(AC009325) hypothetii 




>g i__6 09174 l_gb_AAF0 3 - 




hypothetical protein 


Seq. No. 


389406 


Contig ID 


15766 1.R1084 


5' -most EST 


LIB3433-029-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3169175 


BLAST score 


185 


E value 


2.0e-36 


Match length 


148 


% identity 


52 


NCBI Description 


(AC004401) putative ; 




thaliana] 


Seq. No. 


389407 


Contig ID 


15767 1.R1084 


5 '-most EST 


LIB3433-029-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2829918 


BLAST score 


121 


E value 


1.0e-ll 


Match length 


43 


% identity 


69 



I [Arabidopsis 



NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(AC002291) similar to "tub" protein gp_U82468_2072162 
[Arabidopsis thaliana] 

389408 

15773_1.R1084 

g2801152 

BLASTX 

g294845 

972 

1.0e-105 

247 
74 



49468 



NCBI Description 



(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 



389409 

15774_1.R1084 

LIB3433-030-P1-K1-A5 

BLASTX 

g4678293 

276 

4.0e-24 

121 

26 

(AL04 9655) hypothetical protein [Arabidopsis thaliana] 
389410 

15782_1.R1084 

g2800741 

BLASTX 

g6094554 

382 

1.0e-36 

138 
62 

(AC010676) putative protein kinase [Arabidopsis thaliana] 
389411 

15782_2.R1084 

LIB34 33-030-P1-K1-B3 

BLASTX 

g6094554 

1001 

1.0e-109 

260 

76 

(AC010676) putative protein kinase [Arabidopsis thaliana] 
389412 

15785_1.R1084 

LIB3433-030-P1-K1-B6 

BLASTX 

gll74853 

707 

4.0e-75 

152 
88 

UBIQUITIN-CONJUGATING ENZYME E2-18 KD ( UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42) 

>gi_481811_pir S39483 ubiquitin-conjugating enzyme UBC2-1 

- Arabidopsis thaliana >gi__22658_emb_CAA48378_ (X68306) 
ubiquitin-conjugating enzyme [Arabidopsis thaliana] 

389413 

15786_1.R1084 

LIB3434-007-P1-K1-C8 

BLASTX 

g4417280 

627 



49469 



o 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-65 

228 

56 

(AC007019) putative ATP synthase [Arabidopsis thaliana] 
389414 

15786_2.R1084 

g2797020 

BLASTN 

g4158227 

48 

1.0e-17 

52 
98 

Oryctolagus cuniculus mRNA for epithelial sodium channel , 
gamma subunit 





Seq. No. 


389415 




Contig ID 


15786 3.R1084 




5' -most EST 


LIB3433-024-P1-K1-F6 


'€s 


Method 


BLASTX 




NCBI GI 


g4417280 


D 


BLAST score 


288 




E value 


1.0e-25 




Match length 


89 




% identity 


60 


If 5 *' 

£M 


NCBI Description 


(AC007019) putative ; 




Seq. No. 


389416 




Contig ID 


15790 1.R1084 


TKW 


5 '-most EST 


g2796913 




Method 


BLASTX 




NCBI GI 


g4455359 




BLAST score 


428 




E value 


9.0e-42 




Match length 


206 




% identity 


47 




NCBI Description 


(AL035524) putative ] 




Seq. No. 


389417 




Contig ID 


15793 1.R1084 




5' -most EST 


g5039002 




Method 


BLASTX 




NCBI GI 


g2493318 




BLAST score 


178 




E value 


2.0e-20 




Match length 


95 




% identity 


59 




NCBI Description 


BLUE COPPER PROTEIN : 






(Z25471) blue copper 






>gi_1098264_prf 2111 




Seq. No. 


389418 




Contig ID 


15795 1.R1084 




5 '-most EST 


LIB34 33-030-P1-K1-C4 



Seq. No. 



389419 



49470 





Contig ID 


15799 1.R1084 




5 '-most EST 


g5771185 




Method 


BLAST N 




NCBI GI 


g5803242 




BLAST score 


396 




E value 


0 . Oe+00 




Match length 


723 




% identity 


92 




NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone : P0535G04 




S^cr No. 

IwJ V--* ■ X 1 ! ' * 


389420 




Contig ID 


15801 1.R1084 




5' -most EST 


LIB34 33-03 0-P1-K1-D1 




Method 


BLASTX 




NCBI GI 


g2252851 




BLAST score 


205 




E value 


1.0e-15 




Match length 


139 




% identity 


37 




NCBI Description 


(AF013294) No definition line found [Arabidopsis thaliana 


as 


Qprr ]\Jo 


389421 




Contig ID 


15803 1.R1084 


JT 


5 '-most EST 


LIB34 33-030-P1-K1-D11 


h 


Method 


BLASTX 


z .. 


NCBI GI 


g3004558 




BLAST score 


272 


||1 


E value 


1.0e-42 




Match length 


179 




% i Hpnt i t" v 


54 




NCBI Description 


(AC003673) peroxidase ATP22a [Arabidopsis thaliana] 




Sea No 


389422 




Contig ID 


15806 1.R1084 




5' -most EST 


g2312795 




Method 


BLASTX 




NCBI GI 


g4585963 




BLAST score 


149 




E value 


5. Oe-09 




Match length 


150 




% identity 


27 




NCBI Description 


(AC005287) Hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


389423 




Contig ID 


15808 1.R1084 




5 '-most EST 


LIB34 33-042 -P1-K1-C2 




Method 


BLASTX 




NCBI GI 


gl35794 




BLAST score 


323 




E value 


2.0e-29 




Match length 


123 




% identity 


48 




NCBI Description 


LEAF-SPECIFIC THIONIN PRECURSOR (CLONES PKG1348, PKG1940, 



PKG2872 AND DG3) >gi_167102 (M19046) precursor thionin 
[Hordeum vulgare] >gi_167104 (M19047) precursor thionin 
[Hordeum vulgare] >gi_167106 (M19048) precursor thionin 
[Hordeum vulgare] 



49471 



0 



Seq. No. 

Contig ID 
5 ' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



389424 

15809_1.R1084 
g569532 

389425 

15810_1.R1084 
LIB3433-059-P1-K1-A2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



389426 

15818JL.R1084 

g!854143 

BLASTX 

g4572671 

774 

2.0e-82 

229 
66 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 

389427 

15819_1.R1084 
LIB3433-030-P1-K1-E5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



389428 

15822_1.R1084 

g427164 

BLASTX 

g3759184 

389 

2.0e-64 

265 
59 

(AB018441) phi- 



1 [Nicotiana tabacum] 



389429 

15824_1.R1084 

LIB3433-030-P1-K1-F1 

BLASTX 

g4432841 

215 

7.0e-17 

121 
44 

(AC006283) hypothetical protein [Arabidopsis thaliana] 
389430 

15825JL.R1084 
LIB3433-030-P1-K1-F11 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



389431 

15827JL.R1084 

LIB34 33-030-P1-K1-F2 

BLASTX 

g4455206 

305 



49472 



o 



E value 


1.0e-27 


Match length 


181 


% identity 


44 


NCBI Description 


(AL035440) putative beta-1, 3-glucanase [Aral: 




thaliana] 


Seq. No. 


389432 


Contig ID 


15837 1.R1084 


5' -most EST 


uC-osflcypl70a09al 


Method 


BLASTX 


NCBI GI 


gl620982 


BLAST score 


205 


E value 


5.0e-16 


Match length 


58 


% identity 


76 


NCBI Description 


(Y08860) 40S ribosomal protein S5 [Nicotiana 




plumbaginifolia] 


Seq. No. 


389433 


Contig ID 


15845 1.R1084 


5 '-most EST 


gl632318 


Seq. No. 


389434 


Contig ID 


15854 1.R1084 


5' -most EST 


LIB34 33-031-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl781226 


BLAST score 


148 


E value 


4.0e-09 


Match length 


100 


% identity 


33 


NCBI Description 


(Z83867) fadB4 [Mycobacterium tuberculosis] 


Seq. No. 


389435 


Contig ID 


15855 1.R1084 


5 1 -most EST 


LIB3433-031-P1-K1-A10 


Seq. No. 


389436 


Contig ID 


15861 1.R1084 


5 1 -most EST 


LIB3433-031-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3738309 


BLAST score 


689 


E value 


2.0e-72 


Match length 


216 


% identity 


65 


NCBI Description 


(AC005309) unknown protein [Arabidopsis thai: 


Seq. No. 


389437 


Contig ID 


15862JL.R1084 


5 T -most EST 


uC-osrocyp026h05al 


Method 


BLASTX 


NCBI GI 


g6056376 


BLAST score 


351 


E value 


5.0e-33 


Match length 


117 


% identity 


56 



49473 



NCBI Description (AC009894) Similar to serine/threonine kinases [Arabidopsis 
thaliana] 



Seq. No. 


389438 


Contig ID 


15865 1.R1084 


5" -most EST 


uC-osflcypl69b04bl 


Method 


BLASTX 


NCBI GI 


g4680199 


BLAST score 


237 


E value 


2.0e-21 


Match length 


159 


% identity 


38 


NCBI Description 


(AF114171) hypothetical protein [Sorghum bicolor] 


Seq. No. 


389439 


Contig ID 


15870 1.R1084 


5' -most EST 


g3106894 


Method 


BLASTX 


NCBI GI 


g3288883 


BLAST score 


171 


E value 


1.0e-ll 


Match length 


226 


% identity 


29 


NCBI Description 


(AB015431) SAR DNA binding protein [Oryza sativa] 


Seq. No. 


389440 


Contig ID 


15870 2.R1084 


5' -most EST 


LIB34 33-031-P1-K1-B3 


Method 


BLASTN 


NCBI GI 


g287403 


BLAST score 


134 


E value 


8 .Oe-69 


Match length 


166 


% identity 


95 


NCBI Description 


Rice qene for starch branchinq enzyme 


Seq. No. 


389441 


Contig ID 


15871JL.R1084 


5 '-most EST 


LIB34 33-05 3-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g5281051 


BLAST score 


772 


E value 


1 . 0e-148 


Match length 


347 


% identity 


28 


NCBI Description 


(AL080318} stress-induced Drotpin stil — like* Drntpin 




[Arabidopsis thaliana] 


Seq. No. 


389442 


Contig ID 


15873 1.R1084 


5' -most EST 


g572126 


Method 


BLASTX 


NCBI GI 


g3128168 


BLAST score 


948 


E value 


1.0e-116 


Match length 


318 


% identity 


62 



49474 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

389443 

15873_2.R1084 

uC-osroM202019al0al 

BLASTX 

g3128168 

541 

4.0e-55 

134 

68 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

389444 

15876_1.R1084 

LIB3433-031-P1-K1-B9 

BLASTX 

g6016691 

455 

3.0e-45 

176 

47 

(AC009991) unknown protein [Arabidopsis thaliana] 
389445 

15879_1.R1084 

g571726 

BLASTX 

g3687235 

283 

3.0e-49 

150 
73 

(AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 

389446 

15881_1.R1084 

LIB3475-007-P1-K1-H3 

BLASTX 

gl703108 

1859 

0.0e+00 

373 

94 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 

389447 

15883_1.R1084 
LIB3433-031-P1-K1-C4 



49475 



o 





Seq. No. 


389448 




Contig ID 


15885_1 . R1084 




5' -most EST 


uC-osrocypOlOgllbl 




Seq. No. 


389449 




Contig ID 


15886 1.R1084 




5' -most EST 


uC-osflcypl26fllbl 




Seq. No. 


389450 




Contig ID 


15890 1.R1084 




5 1 -most EST 


uC-osroM202 035h03bl 




Method 


BLASTX 




NCBI GI 


g2492834 




BLAST score 


130 




E value 


6.0e-10 




Match length 


99 




% identity 


40 




NCBI Description 


PUTATIVE AMIDASE >gi_ 


........ 

hf 




catarrhalis] 




Seq. No. 


389451 


is? s 


Contig ID 


15891 1.R1084 




5' -most EST 


LIB3433-031-P1-K1-D4 




Method 


BLASTX 


sb 


NCBI GI 


g2947063 




BLAST score 


372 




E value 


1.0e-35 




Match length 


133 


Si 


% identity 


56 




NCBI Description 


(AC002521) putative i 






thaliana] 




Seq. No. 


389452 


P 


Contig ID 


15893 1.R1084 




5 '-most EST 


uC-osflcypOllalObl 


O 


Method 


BLASTX 




NCBI GI 


g4680499 




BLAST score 


247 




E value 


3.0e-34 




Match length 


149 




% identity 


68 




NCBI Description 


(AF119222) hypotheti 




Seq. No. 


389453 




Contig ID 


15902 1.R1084 




5 T -most EST 


g4716354 




Seq. No. 


389454 




Contig ID 


15905 1.R1084 




5' -most EST 


g2310104 




Method 


BLASTX 




NCBI GI 


g3170570 




BLAST score 


166 




E value 


3.0e-ll 




Match length 


137 




% identity 


33 



putative Ser/Thr protein kinase [Arabidopsis 



NCBI Description (AF058302) FrnE [Streptomyces roseofulvus] 



49476 





Seq. No. 


389455 




Contig ID 


15912 1.R1084 




5 '-most EST 


g5607456 




Method 


BLASTN 




NCBI GI 


gll84321 




BLAST score 


34 




E value 


3.0e-09 




Match length 


37 




% identity 


97 




NCBI Description 


Cloning vector 




Seq. No. 


389456 




Contig ID 


15912 2.R1084 




5 '-most EST 


LIB3477-008-P1- 




Seq. No. 


389457 




Contig ID 


15914 1.R1084 




5 '-most EST 


LIB3433-031-P1- 




Method 


BLASTX 




NCBI GI 


g5123553 




BLAST score 


555 




III V Ct -L Ll~ 


8 .Oe-57 




M^'hnh 1 encrth 

JL A GI 1 1 -1— ^ J- J. <vll 


125 




% i dent it v 


83 


1™ 


NPRT Dpscriiotion 


{AL079344J put; 




Seq. No. 


389458 


5 


Contia ID 


15915 1.R1084 


H ; 


5 '-most EST 


LIB3433-031-P1- 




Method 


BLASTX 




NCBI GI 


gl28405 




BLAST score 


278 




E value 


1.0e-24 




Match length 


92 




% identity 


60 




NCBI Description 


NODULIN 21 (N- 



soybean >gi_18694__emb_CAA3450 6_ (X16488) nodulin-21 {AA 
1-201) [Glycine max] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389459 

15916_1.R1084 

LIB3475-008-P1-K1-H12 

BLASTX 

g5734713 

200 

5.0e-24 

129 
51 

(AC008075) Is a member of PF_01169 Uncharacterized 
(transmembrane domain) protein family. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



389460 

15917JL.R1084 

LIB3433-031-P1-K1-G12 

BLASTX 



49477 



© 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll72754 
629 

9.0e-66 

136 

88 

PHOSPHORIBOSYLFORMYLGLYCINAMIDINE CYCLOLIGASE PRECURSOR 
(AIRS) (PHOSPHORIBOSYL-AMINOIMIDAZOLE SYNTHETASE) (AIR 
SYNTHASE ) >gi_5 4188 5_pir JQ22 5 6 

phosphoribosylf ormylglycinamidine cyclo-ligase (EC 6.3.3.1) 

precursor - Arabidopsis thaliana >gi__289188 (L12457) 

5 ' -phosphoribosyl-5-aminoimidazole synthetase [Arabidopsis 

thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



389461 

15919_1.R1084 

g3763806 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389462 

15929JL.R1084 

uC-osflcypl52g05bl 

BLAST N 

g6002775 

587 

0.0e+00 

606 

99 

Oryza sativa hypothetical protein, fertilin alpha subunit, 
membrane protein homolog, and Myb-related protein genes, 
complete cds; and unknown gene 



Seq. No. 

Contig ID 
5 1 -most EST 



389463 

15930JL.R1084 
uC-osroM202031h05bl 



Seq. No. 

Contig ID 
5' -most EST 



389464 

15 932JL. R1084 
LIB3434-056-P1-K1-H5 



Seq. No. 
Contig ID 
5' -mo st EST 



389465 

15934JL.R1084 
uC-osflM202031h08al 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389466 

15939_1.R1084 

LIB3433-032-P1-K1-A12 

BLASTX 

g4263818 

208 

1.0e-16 

99 

43 

(AC006067) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



389467 

15941_1.R1084 

uC-osroM202037e01bl 

BLASTX 



49478 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5441879 
524 

3.0e-53 

123 

83 

(AP000367) ESTs AU070372 (S13446) , AU075541 (S0353) correspond 
to a region of the predicted gene.; Similar to Arabidopsis 
thaliana BAC genomic sequence. (AC002292) [Oryza sativa] 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389468 

15946_1.R1084 

uC-osroM202004h02bl 

BLASTX 

g2078350 

1637 

0.0e+00 

380 

83 

(U95923) transaldolase [Solanum tuberosum] 



389469 

15946^2. R1084 

uC-osflcyp085c02bl 

BLASTX 

g2078350 

637 

1.0e-66 

137 
91 

(U95923) transaldolase 



[Solanum tuberosum] 



389470 

15951JL.R1084 

g286682 

BLASTX 

g4835245 

344 

5.0e-32 

120 
56 

(AL0498 62) putative mitochondrial protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389471 

15954JL. R1084 

g3766569 

BLASTX 

g3738283 

319 

4.0e-29 

60 
90 

(AC005309) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



389472 

15955_1.R1084 
uC-osflcyp!57d04bl 



49479 



o • 



Method 


BLASTX 


NCBI GI 


g2642165 


BLAST score 


546 


E value 


1.0e-55 


Match length 


260 


% identity 


44 


NCBI Description 


(AC003000) hypothetical protein [Arabidopsis thaliana] 


Sea. No. 


389473 


Contig ID 


15957 1.R1084 


5 '-most EST 


g2427777 


Method 


BLASTX 


NCBI GI 


g2708532 


BLAST score 


1013 


E value 


1.0e-110 


Match length 


285 


% identity 


65 


NCBI Description 


(AF029351) putative RNA binding protein [Nicotiana tabai 


Sea No 


389474 


Contig ID 


15960 1.R1084 


5 '-most EST 


uC-osflcyp017bl0bl 


Method 


BLASTX 


NCBI GI 


g4314370 


BLAST score 


744 


F 1 . 1 hp 

J— 1 V CJ.-L. 1— i 


4 . Oe-7 9 


Match 1 enrrth 


183 




75 


NCBI Description 


(AC006340) hypothetical protein [Arabidopsis thaliana] 


Sea No 


389475 


Contig ID 


15961 1.R1084 


5 '-most EST 


g4881142 


Method 


BLASTX 


NCBI GI 


g 2244975 


BLAST score 


827 


E value 


1 . 0e-88 


Match length 


205 


% "i Hpnt *i 1~ v 

O >w> 11 L -1— I— y 


77 


NCBI Description 


(Z97340) hvoothetical arotein rA:rabi rinnsi thaliana] 


Sea No 


389476 


Contig ID 


15973 1.R1084 


5' -most EST 


uC-osrocvD027eO 5bl 


Method 


BLASTX 


NCBI GI 


g2827139 


BLAST score 


1339 


E value 


1.0e-148 


Match length 


281 


% identitv 

o J- w ii l _l i— y 


85 


NCBI Description 


(AF027172) cellulose synthase catalytic subunit 




[Arabidopsis thaliana] >gi_404 9343_emb_CAA22568 . 1_ 




(AL034567) cellulose synthase catalytic subunit (RSW1) 




[Arabidopsis thaliana] 


Seq. No. 


389477 


Contig ID 


15974_1.R1084 



49480 



o 



5' -most EST 



uC-osroM202031e05bl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389478 

15977_1.R1084 

LIB3433-051-P1-K1-C12 

BLASTN 

g3821780 

35 

7.0e-10 

35 

59 

Xenopus laevis cDNA clone 27A6-1 
389479 

15982_1.R1084 

LIB3434-025-P1-K1-D6 

BLASTX 

g5051780 

453 

8.0e-66 

180 
68 

(AL078 637) putative protein [Arabidopsis thaliana] 
389480 

15984_1.R1084 

LIB3433-032-P1-K1-E11 

BLASTX 

g2462834 

214 

5.0e-17 

95 
45 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
389481 

15986_1.R1084 

uC-osflm202111b07bl 

BLASTX 

gl947015 

509 

2.0e-51 

185 
52 

(AF000263) Similar to phenylalanyl-tRNA synthetase; coded 
for by C. elegans cDNA ykl74a7.3; coded for by C. elegans 
cDNA ykl74a7.5; coded for by C. elegans cDNA CEESP75F; 
coded for by C. elegans cDNA CEESV94F; coded for by C. 
elegans cDNA CE 



Seq. No. 
Contig ID 
5' -mo st EST 



389482 

15990JL.R1084 
uC-osflM202040c01bl 



Seq. No. 

Contig ID 
5 '-most EST 



389483 

16001_1.R1084 
LIB3433-032-P1-K1-G3 



49481 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389484 

16007_1.R1084 

LIB3433-032-P1-K1-H11 

BLASTX 

g2760844 

463 

4.0e-46 

135 

62 

(AC003105) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



389485 

16011_1.R1084 

LIB3433-032-P1-K1-H7 

BLASTX 

g229737 

441 

2.0e-43 

110 
75 



NCBI Description Cytochrome c 



Seq. No. 
Contig ID 
5' -most EST 



389486 

16015JL.R1084 
LIB3433-033-P1-K1-A11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389487 

16016JL.R1084 

LIB3434-046-P1-K1-D8 

BLASTX 

g5803253 

250 

8.0e-21 

208 
26 

(AP000399) ESTs AU068856 (C50756) , AU07797 9 (C61370) 
correspond to a region of the predicted gene; similar to 
serine protease (AF097709) [Oryza sativa] 



Seq. No. 

Contig ID 
5 ' -most EST 



389488 

16017_1.R1084 
LIB3475-010-P1-K1-F2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389489 

16018JL.R1084 

g2275898 

BLASTN 

gl808687 

87 

1.0e-40 

236 
89 

S.stapfianus pSD.13 mRNA 



Seq. No. 
Contig ID 



389490 

16019 1.R1084 



49482 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



LIB3434-055-P1-K1-B9 

BLASTX 

gl360090 

322 

7.0e-56 

203 
58 

(X95576) ClC-Ntl [Nicotiana tabacum] 
389491 

16021_1.R1084 
LIB3433-033-P1-K1-A7 



Seq. No. 
Contig ID 
5 '-most EST 



389492 

16026_1.R1084 

g3763305 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389493 

16027_1.R1084 

uC-osroM202034b07bl 

BLASTX 

g3757527 

501 

2.0e-50 

105 

83 

(AC005167) putative ribosomal protein L27 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



389494 

16033JL.R1084 
LIB3433-033-P1-K1-B7 



Seq. No. 
Contig ID 
5 '-most EST 



389495 

16038_1.R1084 
LIB3433-033-P1-K1-C11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



389496 

16043_1.R1084 

g5002757 
BLASTX 
gl890573 
1154 

1.0e-126 

264 
79 

(X93173) xyloglucan endotransglycosylase (XET) [Hordeum 
vulgare] 

389497 

16044_1.R1084 

g2798446 

BLASTX 

g5596484 

1047 

1.0e-151 
444 



49483 



o 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



65 

(AL096882) beta-adaptin-like protein [Arabidopsis thaliana] 
389498 

16044_2.R1084 

uC-osrocyp009b07bl 

BLASTX 

g5596484 

1170 

1.0e-131 

255 
93 

(AL096882) beta-adaptin-like protein [Arabidopsis thaliana] 
389499 

16049JL.R1084 

g3766844 

BLASTX 

g4490317 

176 

3.0e-16 

102 
49 

(AL035678) putative protein [Arabidopsis thaliana] 
389500 

16053JL.R1084 
g571772 

389501 

16055_1.R1084 
LIB3433-033-P1-K1-D8 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



389502 

16057JL.R1084 

LIB3433-033-P1-K1-E1 

BLAST N 

g6015437 

36 

2.0e-10 

46 
65 

Homo sapiens PEX1 mRNA, complete cds 



389503 
16061JL 
LIB3433 
BLASTX 
g4115377 
754 

3.0e-80 

187 
76 

(AC005967 



R1084 

033-P1-K1-E2 



unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 



389504 

16065 1.R1084 



49484 



o 



5 '-most EST uC-osroM202033g06al 

Seq. No. 389505 

Contig ID 16071JL . R1084 

5* -most EST LIB3433-033-P1-K1-F12 

Method BLASTX 

NCBI GI g2506825 

BLAST score 1091 

E value 1.0e-119 

Match length 259 

% identity 77 

NCBI Description LIPOXYGENASE 1 >gi_532572 (L35931) lipoxygenase 1 [Hordeum 





vulgare] >gi_1094924_prf 2107185A lipoxygenase [Hordeum 




vulgare ] 


Seq. No. 


389506 


Contig ID 


16072 1.R1084 


5 '-most EST 


LIB3433-033-P1-K1-F2 


Seq. No. 


389507 


Contig ID 


16075_1.R1084 


5 '-most EST 


uC-osf Icvo085d02bl 


Seq. No. 


389508 


Contig ID 


16076 1.R1084 


5 1 -most EST 


LIB34 33-033-P1-K1-F8 


Seq. No. 


389509 


Contig ID 


16077 1.R1084 


5' -most EST 


uC-osroM202014a03bl 


Seq. No. 


389510 


Contig ID 


16082 1.R1084 


5' -most EST 


uC-osroM202007a06bl 


Seq. No. 


389511 


Contig ID 


16082 2.R1084 


5' -most EST 


g426385 


Seq. No. 


389512 


Contig ID 


16082 4.R1084 


5' -most EST 


g287158 


Seq. No. 


389513 


Contig ID 


16083 1.R1084 


5' -most EST 


LIB3433-033-P1-K1-G3 


Seq. No. 


389514 


Contig ID 


16089 1.R1084 


5' -most EST 


g4881016 


Method 


BLASTX 


NCBI GI 


g4454464 


BLAST score 


644 


E value 


3.0e-67 


Match length 


152 


% identity 


78 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 



49485 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389515 

16092_1.R1084 

LIB3433-033-P1-K1-H12 

BLASTX 

g4836904 

808 

2.0e-86 

193 

78 

(AC007369) lcl_prt__seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



389516 

16094JL.R1084 
g2428244 



Seq. No. 

Contig ID 
5 '-most EST 



389517 

16097_1.R1084 

LIB34 33-033-P1-K1-H6 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389518 

16101_1.R1084 

g2431119 

BLASTX 

g3386565 

786 

1.0e-101 

223 
79 

(AF07 9588) 1-aminocyclopropane-l-carboxylate oxidase 
[Sorghum bicolor] 



Seq. No. 
Contig ID 
5' -most EST 



389519 

16106JL.R1084 
LIB3433-034-P1-K1-A5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389520 

16112_1.R1084 

LIB3433-034-P1-K1-B11 

BLASTX 

gl708794 

289 

8.0e-26 

107 

51 

GTP-BINDING PROTEIN LEPA >gi_1122398_emb__CAA62842_ 
lepA [Bacillus subtilis] >gi_1303804_dbj_BAA12460_ 
YqeQ [Bacillus subtilis] >gi_2634 997_emb_CAB14493_ 
GTP-binding protein [Bacillus subtilis] 



(X91655) 
(D84432) 
(Z99117) 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



389521 

16122_1.R1084 

LIB3433-023-P1-K1-B2 

BLASTX 

g4468798 

568 



49486 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 



2.0e-66 

231 

57 

(AJ010440) GST7 protein [Zea mays] 
389522 

16123JL.R1084 

LIB3433-025-P1-K1-D1 

BLASTX 

g2708749 

213 

8.0e-17 

95 

51 

(AC003952) putative senescence-assoc. 
protein [Arabidopsis thaliana] 

389523 

16124JL.R1084 
LIB3433-034-P1-K1-C11 



rhodanese-like 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389524 

16127_1.R1084 
uC-osflcypl55c02bl 

389525 

16132_1.R1084 

LIB3433-026-P1-K1-A11 

BLASTX 

g4204265 

772 

8.0e-82 

193 

74 

(AC005223) 45643 [Arabidopsis thaliana] 
389526 

16132_2.R1084 

g4715063 

BLASTX 

g4204265 

162 

6.0e-17 

156 

39 

(AC005223) 45643 [Arabidopsis thaliana] 
389527 

16133_1.R1084 

LIB3433-034-P1-K1-C9 

BLASTX 

g4454484 

390 

1.0e-37 

136 

56 

(AC006234) putative diacylglycerol kinase [Arabidopsis 



49487 



thaliana] 



Seq. No. 


389528 


Contig ID 


16142 1.R1084 


5' -most EST 


g4714352 


Method 


BLASTX 


NCBI GI 


g4678332 


BLAST score 


451 


E value 


5.0e-63 


Match length 


236 


% identity 


50 


NCBI Description 


(AL04 9658) putative pept 




thaliana] 


Seq. No. 


389529 


Contig ID 


16143JL.R1084 


5' -most EST 


LIB34 33-034 -P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4490325 


BLAST score 


201 


E value 


3.0e-15 


Match length 


67 


% identitv 


60 


NCBI Description 


(AL035656) hypothetical 


\Z • J-i • 


389530 


Contig ID 


16145 1.R1084 


5' -most EST 


LIB3433-034-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3763940 


BLAST score 


343 


E value 


1.0e-35 


Match length 


132 


% identity 


62 


NCBI Description 


(AC004450) hypothetical 


Seq. No. 


389531 


Contig ID 


16146 1.R1084 


5 T -most EST 


uC-osroM202032cllbl 


Seq. No. 


389532 


Contig ID 


16148 1.R1084 


5 '-most EST 


g!631545 


Method 


BLASTX 


NCBI GI 


g2505940 


BLAST score 


481 


J_j V CI J- UlC 


1 . 0e-114 


Match length 


303 




71 


NCBI Description 


(Y13071) 26S proteasome, 


Seq. No. 


389533 


Contig ID 


16148 2.R1084 


5 '-most EST 


g5667465 


Method 


BLASTX 


NCBI GI 


g2505940 


BLAST score 


419 



49488 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



4.0e-41 

121 

73 

(Y13071) 26S proteasome, non-ATPase subunit [Mus musculus] 
389534 

16152JL.R1084 
LIB3433-034-P1-K1-E4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389535 

16155_1.R1084 

LIB3433-034-P1-K1-E7 

BLASTX 

g4154279 

284 

3.0e-40 

124 

67 

(AF082346) C13 endopeptidase NP1 precursor [Hordeum 
vulgare] 



Seq. No. 
Contig ID 
5 T -most EST 



389536 

16160_1.R1Q84 
LIB3433-034-P1-K1-F2 



Seq. No. 
Contig ID 
5' -most EST 



389537 

16161_1.R1084 
LIB3433-034-P1-K1-F3 



Seq. No. 
Contig ID 
5 '-most EST 



389538 

16163_1.R1084 

g701003 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389539 

16164JL.R1084 

LIB3433-034-P1-K1-F6 

BLASTX 

g2117615 

165 

5.0e-ll 

30 
93 

catalase 
catalase 



Campylobacter jejuni >gi_2120538_pir S71937 

Campylobacter jejuni >gi_984737_emb_CAA59444_ 



(X85130) catalase [Campylobacter jejuni] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389540 

16165_1.R1084 

LIB3433-034-P1-K1-F7 

BLASTX 

g2118425 

243 

2.0e-20 

60 

80 

subtilisin/chymotrypsin inhibitor - maize 

>gi__475253_emb_CAA55588_ (X78988) proteinase inhibitor [Zea 



49489 



mays] >gi_475922_emb_CAA4 95 93_ (X69972) proteinase 
inhibitor [Zea mays] >gi_559538_emb_CAA57 677_ (X82187) 
substilin /chymotryp sin- like inhibitor [Zea mays] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389541 

16165_2.R1084 

LIB3433-018-Q6-K6-E3 

BLASTX 

g2118425 

192 

2.0e-14 

62 

69 

subtilisin/chymotrypsin inhibitor - maize 

>gi_475253_emb_CAA55588_ (X78988) proteinase inhibitor [Zea 
mays] >gi_475922_emb_CAA49593_ (X69972) proteinase 
inhibitor [Zea mays] >gi_559538_emb_CAA57677_ (X82187) 
substilin /chymotrypsin-like inhibitor [Zea mays] 

389542 

16167_1.R1084 

LIB3433-058-P1-K1-B10 

BLASTX 

g4322346 

200 

2.0e-27 

180 

44 

(AF081825) sodium-dependent high-affinity dicarboxylate 
transporter [Rattus norvegicus] 

>gi_4837725_gb_AAD30657.1_AF080451_l (AF080451) 
sodium-dependent dicarboxylate transporter SDCT2 [Rattus 
norvegicus] 

389543 

16169_1.R1084 

LIB3433-034-P1-K1-G10 

BLASTX 

g3913426 

263 

4.0e-35 

152 

61 

S -ADENOS YLMETH I ONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532048_emb_CAA69074_ (Y07766) 
S-adenosylmethionine decarboxylase [Oryza sativa] 

389544 

16175_1.R1084 

g428955 

BLASTX 

g6056209 

383 

1.0e-36 

84 

83 

(AC009400) unknown protein [Arabidopsis thaliana] 



49490 



Seq. No. 


389545 






Contig ID 


16179 2.R1084 






5' -most EST 


LIB3433-034-P1- 


-Kl- 


-H3 


Seq. No. 


389546 






Contig ID 


16180 1.R1084 






5' -most EST 


LIB3433-034-P1- 


-Kl- 


-H5 


Seq. No. 


389547 






Contig ID 


16190 1.R1084 






5 1 -most EST 


g2428163 






Seq. No. 


389548 






Contig ID 


16201 1.R1084 






5 T -most EST 


LIB3433-035-P1 


-Kl 


-B5 


Method 


BLASTX 






NCBI GI 


g2982455 






BLAST score 


525 






E value 


3.0e-62 






Match length 


160 






% identity 


76 






NCBI Description 


(AL022223) putative 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BAC F13011 genomic 



[Arabidopsis thaliana] 
389549 

16203_1.R1084 
LIB3433-035-P1-K1-B8 

389550 

16208JL.R1084 

LIB3433-035-P1-K1-C12 

BLASTN 

g4733953 

38 

1.0e-ll 

94 

91 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 

389551 

16210_1.R1084 
LIB3433-035-P1-K1-C3 



389552 

16211_1.R1084 

LIB34 77-00 9-P1-K1-A10 

BLASTX 

g5091607 

253 

1.0e-21 

50 
94 

(AC007858) Contains similarity to gb_CAB16841 trichohyalin 
like protein from Arabidopsis thaliana. [Oryza sativa] 



49491 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389553 

16215_1.R1084 

LIB3433-035-P1-K1-C8 

BLASTX 

gl097876 

149 

2.0e-09 

105 

39 

peroxidase :ISOTYPE=RPN [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389554 

16225JL.R1084 

LIB3433-035-P1-K1-D7 

BLASTX 

g5689035 

776 

1.0e-82 

225 

64 

(AB022053) prolyl oligopeptidase [Mus musculus] 



Seq. No. 
Contig ID 
5 '-most EST 



389555 

16227_1.R1084 
LIB347 9-012-Q6-K1-G6 



Seq. No. 
Contig ID 
5 '-most EST 



389556 

16229JL.R1084 

LIB34 33-035-P1-K1-E11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389557 
16232_1 
LIB3433 
BLASTX 
g4455323 
429 

2.0e-57 

208 
55 

(AL035525) 
thaliana] 



R1084 

035-P1-K1-E3 



aminopeptidase-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389558 

16238JL.R1084 

g4716675 

BLASTX 

g2702279 

220 

1.0e-17 

98 
49 

(AC003033) putative phosphate transporter [Arabidopsis 
thaliana] >gi_2780345_dbj_BAA24280_ (AB000093) inorganic 
phosphate transporter [Arabidopsis thaliana] >gi_2914 691 
(AC003974) putative phosphate transporter [Arabidopsis 
thaliana] 



49492 



o 



Seq. No. 

Contig ID 
5 T -most EST 



389559 

16240_1.R1084 
LIB3433-035-P1-K1-F2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389560 

16251_1.R1084 

LIB3433-035-P1-K1-G12 

BLASTX 

g2583128 

207 

6.0e-16 

85 
47 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
389561 

16253JL.R1084 

uC-osroM202013h04bl 

BLASTX 

g99733 

659 

5.0e-69 

230 

62 

hypothetical protein Hlflk - Arabidopsis thaliana 
(fragment) >gi_16482_emb_CAA4 4318_ (X62461) Hlflk 
[Arabidopsis thaliana] 

389562 

16254JL.R1084 
uC-osroM202011g09bl 

389563 

16260_1.R1084 

LIB3477-002-P1-K1-H3 

BLASTX 

g3063701 

472 

4.0e-47 

142 
70 

(AL022537) putative protein [Arabidopsis thaliana] 
389564 

16261JL.R1084 
uC-osrocyp004e04al 



389565 

16263_1.R1084 

LIB3433-035-P1- 

BLASTX 

g2132388 

261 

3.0e-22 

158 
42 

PH085 protein - 



■K1-H3 



yeast (Saccharomyces cerevisiae) 



49493 



>gi_1163103 (U43503) Lphl6p [Saccharomyces cerevisiae] 



Seq. No. 


389566 


Contig ID 


16265_1.R1084 


5 '-most EST 


LIB34 J 3-03 5 -PI -Kl -Ho 


Method 


BLASTX 


NCBI GI 


g5729706 


BLAST score 


171 


E value 


5 . Oe-12 


Match length 


82 


% identity 


35 


NCBI Description 


(AC007 927) unknown prot< 


Seq. No. 


389567 


Contig ID 


16267 1.R1084 


5' -most EST 


uC-osflcyp034h05bl 


Seq. No. 


389568 


Contig ID 


16268 1.R1084 


5 '-most EST 


g2317404 


Method 


BLASTX 


NCBI GI 


g5091508 


BLAST score 


530 


E value 


3.0e-89 


Match length 


202 


% identity 


83 


NCBI Description 


(AB023482) ESTs C22458 ( 



866) , C22459 (C62866) correspond to 
a region of the predicted gene.; Similar to genomic 
sequence of Arabidopsis thaliana BAC F8A5, complete 
sequence. (AC002292) [Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389569 

16273JL.R1084 

g2800609 

BLASTX 

gl21695 

294 

3.0e-26 

112 

56 

GLUTATHIONE S-TRANSFERASE I (GST-I) (GST-29) (GST 
CLASS-PHI) >gi_22315_emb_CAA2 9928_ (X06754) GST I (AA 
1-214) [Zea mays] 

389570 

16273_2.R1084 

g2312063 

BLASTX 

gll70092 

637 

2.0e-66 

206 
60 

GLUTATHIONE S-TRANSFERASE IV (GST-IV) (GST-27) (GST CLASS 

PHI) >gi_1076807_pir S52037 glutathione transferase (EC 

2.5.1.18) 27K chain - maize >gi_529015 (U12679) glutathione 
S-transf erase IV [Zea mays] >gi__6957 89_emb_CAA56047_ 



49494 



# 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



(X79515) glutathione transferase [Zea mays] 

>gi_l 09486 6_pr f 2 1 0 64 2 4A glutathione 

S-transferase:ISOTYPE=IV [Zea mays] 

389571 

16283JL.R1084 

g428245 

BLASTX 

g2129473 

334 

1.0e-30 

149 
48 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 

389572 

16290JL.R1084 
LIB3433-036-P1-K1-B8 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 



389573 

16294JL.R1084 

LIB3433-036-P1-K1-C2 

BLASTX 

gl389835 

329 

7.0e-37 

201 

48 

(U59284) Linum usitatissimum peroxidase (FLXPER3) mRNA, 
complete cds . [Linum usitatissimum] 

389574 

16295JL.R1084 

uC-osflcypl44a09bl 

BLASTX 

g4586253 

637 

4.0e-66 

227 
61 

(AL04 9640) auxil in-like protein [Arabidopsis thaliana] 
389575 

16299_1.R1084 

g702854 

BLASTX 

g5053113 

282 

1.0e-46 

115 
69 

(AF156101) phosphatase PP1 [Chlamydomonas reinhardtii] 
389576 

16307JL.R1084 
LIB3433-022-P1-K1-E10 



49495 



Seq. No. 

Contig ID 
5 ! -most EST 



389577 

16308_1.R1084 
LIB3433-036-P1-K1-D5 



Seq. No. 

Contig .ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389578 

16311_1.R1084 

uC-osroM202029b01bl 

BLASTX 

gl203832 

2434 

0.0e+00 

545 

85 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 



Seq. No. 
Contig ID 
5 '-most EST 



389579 

16313_1.R1084 
LIB3433-036-P1-K1-E1 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389580 

16323JL.R1084 
uC-osflcyp014hl0bl 



.R1084 

-036-P1-K1-F1 



389581 
16325_1. 
LIB3433- 
BLASTN 
g4097013 
38 

1.0e-ll 

41 

98 

Expression vector pBMRz, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



389582 

16325_2.R1084 
LIB3434-054-P1-K1-D7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389583 

16329JL.R1084 

LIB3433-036-P1-K1-F2 

BLASTX 

g3283072 

127 

3.0e-13 

88 
48 

(AF056022) p60 katanin [Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



389584 

16330_1.R1084 
LIB3433-036-P1-K1-F3 



Seq. No. 



389585 



49496 



I) 



Contig ID 
5 1 -most EST 



16334_1.R1084 
LIB3434-014-P1-K1-A4 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389586 

16335_1.R1084 

uC-osflM202052f07bl 

BLASTX 

g736721 

451 

1.0e-44 

156 
59 

(D49833) 
indicum] 



stearoyl-acyl carrier protein desaturse [Sesamum 



Seq. No. 

Contig ID 
5' -most EST 



389587 

16335_2.R1084 

uC-osrocyp030f07bl 

BLASTX 

g4263704 

372 

2.0e-35 

190 
41 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 

389588 

16340_1.R1084 
LIB3433-036-P1-K1-G12 

389589 

16349JL.R1084 

g428923 

BLASTX 

g542176 

750 

2.0e-79 

260 
61 

probable finger protein WZF1 - wheat 

>gi_485814_dbj_BAA03901_ (D16415) WZF1 [Triticum aestivum] 
>gi_485816_dbj_BAA03902_ (D16416) WZF1 [Triticum aestivum] 

389590 

16361_1.R1084 
LIB3433-037-P1-K1-A2 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



389591 

16364JL.R1084 

uC-osflcyp008f04bl 

BLASTX 

g731529 

156 

5.0e-10 

120 

34 



49497 



NCBI Description 



HYPOTHETICAL 92.5 KD PROTEIN IN BEM2-NCB1 INTERGENIC REGION 

>gi_1077719_pir S50660 hypothetical protein YER157w - 

yeast (Saccharomyces cerevisiae) >gi_603397 (U18917) 
Yerl57wp [Saccharomyces cerevisiae] 



Seq. No. 


389592 


Contig ID 


16366 1.R1Q84 


5' -most EST 


LIB3433-037-P1-K1-A7 


Seq. No. 


389593 


Contig ID 


16368 1.R1084 


5 ' -most EST 


LIB34 33-037-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3643596 


BLAST score 


402 


E value 


7.0e-39 


Match length 


124 


% identity 


64 


NCBI Description 


(AC005395) hypothetical protein [Arabidopsis thaliana^ 


Seq. No. 


389594 


Contia ID 


16369 1.R1084 


5' -most EST 


LIB3433-060-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2244840 


BLAST score 


165 


E value 


3 . Oe-11 


Match length 


113 


% identity 


37 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


389595 


Contig ID 


16372 1.R1084 


5 T -most EST 


LIB3433-017-Q6-K1-D2 


Method 


BLASTX 


NCBI GI 


g4874274 


BLAST score 


642 


E value 


2.0e-71 


Match length 


173 


% identity 


73 


NCBI Description 


(AC007354) Similar to gb X02844 lipase precursor from 




Staphylococcus hyicus. ESTs gb AI239406 and gb T7 6725 




from this gene. [Arabidopsis thaliana] 


Seq. No. 


389596 


Contig ID 


16373 1.R1084 


5 '-most EST 


LIB3433-040-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g5123712 


BLAST score 


521 


E value 


5.0e-53 


Match length 


138 


% identity 


68 


NCBI Description 


(AL079347) putative protein [Arabidopsis thaliana] 


Seq. No. 


389597 


Contig ID 


16375_1.R1084 



49498 



aw:;;; 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3433-037-P1-K1-B6 

BLASTX 

g2317901 

537 

5.0e-55 

134 

75 

(U8 9959) Similar to vesicle transport protein, PIR 
Accession Number A55931 [Arabidopsis thaliana] 

389598 

16381JL.R1084 

LIB3433-037-P1-K1-C11 

BLASTX 

g4580397 

308 

6.0e-28 

183 

36 

(AC007171) putative RNA helicase [Arabidopsis thaliana] 
389599 

16382_1.R1084 

LIB3433-037-P1-K1-C12 

BLASTX 

g2739376 

865 

7.0e-93 

270 

60 

(AC002505) putative permease [Arabidopsis thaliana] 
389600 

16389_1.R1084 
g3761075 

389601 

16403_1.R1084 

g428282 

BLASTX 

g4006878 

884 

4.0e-95 

243 
63 

(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



389602 

16404_1.R1084 
LIB3433-037-P1-K1-E11 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



389603 

16410JL.R1084 

LIB3433-037-P1-K1-E6 

BLASTX 

gl854443 

452 



49499 



E value 


2.0e-76 


Match length 


261 


% identity 


64 


NCBI Description 


(D83970) CPRD8 protein [Vigna unguiculata] 


Seq. No. 


389604 


Contig ID 


16410 2.R1084 


5 '-most EST 


LIB3433-023-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3882356 


BLAST score 


215 


E value 


2.0e-39 


Match length 


160 


% identity 


62 


NCBI Description 


(U92460) 12-oxophytodienoate reductase OPR2 [Arabidops. 




thaliana] 


Seq. No. 


389605 


Contig ID 


16413 1.R1084 


5 T -most EST 


uC-osrocyp030h01bl 


Method 


BLASTX 


NCBI GI 


g4680199 


BLAST score 


174 


E value 


3.0e-12 


Match length 


100 


% identity 


33 


NCBI Description 


(AF114171) hypothetical protein [Sorghum bicolor] 


Seq. No. 


389606 


Contig ID 


16416_1.R1084 


5' -most EST 


uC-osrocyp010e04bl 


Method 


BLASTX 


NCBI GI 


g2230757 


BLAST score 


666 


E value 


7 .0e-70 


Match length 


196 


% identity 


66 


NCBI Description 


(Y11969) dnaJ-like protein [Arabidopsis thaliana] 


Seq. No. 


389607 


Contig ID 


16421 1.R1084 


5 '-most EST 


LIB3433-037-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3075402 


BLAST score 


171 


E value 


6.0e-12 


Match length 


76 


% identity 


46 


NCBI Description 


(AC004484) unknown protein [Arabidopsis thaliana] 


Seq. No. 


389608 


Contig ID 


16427 1.R1084 


5 '-most EST 


LIB3477-001-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2290382 


BLAST score 


159 


E value 


3.0e-10 



49500 



ft 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



90 
41 

(U89985) serine/threonine protein phosphatase PPT1 
[Neurospora crassa] 



389609 

16429_1.R1084 

uC-osflcyp073hl0bl 

BLASTX 

g719291 

605 

1.0e-62 

210 

60 

(U19134) unknown 
>gi_1095007_prf__ 



[Arabidopsis thaliana] 

2107236A SABRE gene [Arabidopsis thaliana] 



389610 

16437JL.R1084 
g4969326 

389611 

16442JL.R1084 

g2312548 

BLASTX 

g3395431 

185 

3.0e-13 

75 
47 

(AC004683) unknown protein [Arabidopsis thaliana] 
389612 

16447_1.R1084 

g3767738 

BLASTX 

g3695021 

156 

3.0e-10 

48 
65 

(AF055849) hypothetical protein [Arabidopsis thaliana] 
389613 

16449_1.R1084 

uC-osroM202040b08bl 

BLASTX 

g2894599 

446 

1.0e-43 

248 

46 

(AL021889) putative protein [Arabidopsis thaliana] 
389614 

16451_1.R1084 
LIB3433-038-P1-K1-A6 



49501 



o 



Method 


BLASTX 


NCBI GI 


g4895183 


BLAST score 


767 


E value 


2.0e-81 


Match length 


215 


% identity 


66 


NCBI Description 


(AC007661) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


389615 


Contig ID 


16452 1.R1084 


5 '-most EST 


uC-osflm202101c09bl 


Method 


BLASTX 


NCBI GI 


g4559380 


BLAST score 


1106 


E value 


1.0e-121 


Match length 


317 


% identity 


62 


NCBI Description 


(AC006526) putative auxin-responsive GH3 protein 




[Arabidopsis thaliana] 


Seq. No. 


389616 


Contig ID 


16452 2.R1084 


5' -most EST 


LIB3433-038-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4559380 


BLAST score 


295 


E value 


2.0e-26 


Match length 


92 


% H Hpti t it v 


61 


NPRT Descr "i nt ion 


(AC006526) putative auxin— responsive GH3 protein 




[Arabidopsis thaliana] 


Sea No 


389617 


Contig ID 


16455 1.R1084 


5 '-most EST 


LIB3475-010-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4335747 


BLAST score 


676 


E value 


5.0e-71 


Match length 


207 


% identity 


64 


NCBI Description 


(AC006284) putative A3 protein [Vigna unguiculata] 




(integral membrane protein) [Arabidopsis thaliana] 


Seq. No. 


389618 


Contig ID 


16462 1.R1084 


5 T -most EST 


LIB3433-053-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2914706 


BLAST score 


264 


E value 


6.0e-42 


Match length 


189 


% identity 


51 


NCBI Description 


(AC003974) putative homeobox protein [Arabidopsis thai 


Seq. No. 


389619 


Contig ID 


16462_2.R1084 



49502 



5 1 -most EST 


g5002976 


Method 


BLAST X 


NCBI GI 


g2914706 


BLAST score 


410 


E value 


1.0e-39 


Match length 


161 


% identity 


50 


NCBI Description 


(AC003974) putative homeobox protein [Arabidopsis thaliana^ 


Seq. No. 


389620 


Contig ID 


16462 3.R1084 


5 1 -most EST 


g2309714 


Method 


BLASTX 


NCBI GI 


g2924792 


BLAST score 


362 


E value 


3, 0e-34 


Match length 


142 


% identity 


50 


NCBI Description 


(AC002334) similar to synaptobrevin [Arabidopsis thaliana] 


Seq. No. 


389621 


Contig ID 


16463 1.R1084 


5 '-most EST 


LIB3433-038-P1-K1-B4 


i_J ^ <A • J-i \_> • 


389622 


Contig ID 


16474 1.R1084 


5 T -most EST 


g2310756 


Method 


BLASTX 


NCBI GI 


g5091556 


BLAST score 


317 


E value 


7 . Oe-29 


Match length 


97 


% identity 


63 


NCBI Description 


(AC007067) T10O24.25 [Arabidopsis thaliana] 


Seq. No. 


389623 


Contig ID 


16488 1.R1084 


5 '-most EST 


LIB34 33-038 -P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2459429 


BLAST score 


163 


E value 


3.0e-20 


Match length 


151 


% identity 


36 


NCBI Description 


(AC002332) unknown protein [Arabidopsis thaliana] 


Seq. No. 


389624 


Contig ID 


16490 1.R1084 


5' -most EST 


LIB3433-045-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4584525 


BLAST score 


392 


E value 


7.0e-38 


Match length 


96 


% identity 


74 


NCBI Description 


(AL04 9607) protein phosphatase 2C-like protein [Arabidopsi; 




thaliana] 



49503 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389625 

16493JL.R1084 

LIB3433-045-P1-K1-E6 

BLASTX 

g2342690 

447 

2.0e-44 

146 

59 

(AC000106) Similar to Homo copine I 
[Arabidopsis thaliana] 



(gb_U8324 6) 



Seq. No. 
Contig ID 
5' -most EST 



389626 

16494_1.R1084 
LIB3433-038-P1-K1-E4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



389627 

16495_1.R1084 

LIB34 33-038-P1-K1-E5 

BLASTN 

g6015437 

37 

3.0e-ll 

37 
60 

Homo sapiens PEX1 mRNA, complete cds 
389628 

16496_1.R1084 

gl854146 

BLASTX 

g3513727 

489 

2.0e-52 

198 
34 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm / score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

389629 

16497_1.R1084 

g3764122 

BLASTX 

g4090884 

885 

3.0e-95 

219 
76 

(AF025333) vesicle-associated membrane protein 7B; 
synaptobrevin 7B [Arabidopsis thaliana] 

389630 

16497 2.R1084 



49504 



5' -most EST 


g5003079 


Method 


BLASTX 


NCBI GI 


g2914706 


BLAST score 


609 


E value 


3.0e-63 


Match length 


125 


% identity 


89 


NCBI Description 


(AC003974) putative 


Seq. No. 


389631 


Contig ID 


16498 1.R1084 


5' -most EST 


uC-osrocyp012g09bl 


Method 


BLASTX 


NCBI GI 


g5669093 


BLAST score 


223 


E value 


9.0e-19 


Match length 


166 


% identity 


36 


NCBI Description 


(AF130307) glutathii 



[Acinetobacter baumannii] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389632 

16507_1.R1084 

uC-osflM202052bl2bl 

BLASTX 

g4895238 

454 

8.0e-45 

214 
50 

(AC007659) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



389633 

16511_2.R1084 
uC-osflM2020117h04al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389634 

16513_1.R1084 

LIB3434-019-P1-K1-H12 

BLASTX 

g4539009 

545 

1.0e-55 

154 
66 

(AL049481) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389635 

16516JL.R1084 

LIB347 9-005-Q6-K1-B6 

BLASTX 

gl076316 

197 

1.0e-14 

172 
29 

drought-induced protein Dil9 - Arabidopsis thaliana 



49505 



>gi_4 69110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389636 

16522_1.R1084 

g427246 

BLASTX 

g3885334 

245 

2.0e-32 

100 
73 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389637 

16528JL.R1084 
g4878245 

389638 

16535JL.R1084 

uC-osrocyp033dllbl 

BLASTX 

g4914332 

647 

4.0e-67 

347 
48 

(AC005489) F14N23.18 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389639 

16540_1.R1084 

LIB3433-039-P1-K1-A9 

BLASTN 

g4206065 

34 

2.0e-09 

34 

100 

Homo sapiens map 7qter; 
complete sequence 



41.64cR from WI-8540 repeat region, 



389640 

16543_1.R1084 

g2800392 
BLASTX 
g4584546 
500 

3.0e-50 

140 

62 

(AL049608) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



389641 

16547_1.R1084 

LIB3433-039-P1-K1-B1 

BLASTX 



49506 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3249066 
415 

3.0e-40 

200 
49 

(AC004473) 
gb_984964, 



Similar to S. cerevisiae SIK1P protein 
ESTs gb_F15433 and gb__AA395158 come from this 



gene. [Arabidopsis thaliana] 



Seq. No. 


389642 


Contia ID 


16548 1.R1084 


5 '-most EST 


LIB3433-039-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4371292 


BLAST score 


288 


Hi V d JL 


1 Oe-25 




123 


% i dpnt - 1 1" v 


48 


NIHRT npQPT "i n1" "i on 

IN \_< O J- J-VCOwi LU LlUll 


( AC 00 fi? 60) unknown nrote 


Sea No. 


389643 


Contia ID 


16558 1.R1084 


S 1 -Tnn=:i- F.ST 

J ILLv/Q L, 1—1 iJ J. 


LIB3433-016-O6-K6-A3 


Seq. No. 


389644 


Pnnt i rr TD 


16558 2 R1084 


R i —mo c? t" TP QT 
vJ ILUJo U £jO 1 


iiP — o<?rnM9 0901 1 pf!4p1 


o fci <^ ■ l\l (J • 


JO yU4 J 


Hon f i rr TP) 


1 U J / J 1 i AivO 1 ! 


E. 1 _ rrirtef T? C <T> 
J 1LHJ o U £jOi 


T,TRSd^S-f)SQ-Pl -K1 -n^ 

JjlDJ^ J J W O Z> IT _L 1\-L — > 


I Jt; LHUU 




NCBI GI 


g3551958 


BLAST score 


159 


E value 


1.0e-10 


Match length 


47 


% identity 


62 


NCBI Description 


(AF082032) senescence-as : 




hybrid cultivar] 


Seq. No. 


389646 


Contig ID 


16576 1.R1084 


5' -most EST 


LIB3433-039-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g416564 


BLAST score 


893 


E value 


1.0e-112 


Match length 


221 


% identity 


88 



[Hemerocallis 



NCBI Description 



ABCISIC ACID-INDUCIBLE PROTEIN KINASE 

>gi__422013_pir A4 6408 abscisic acid-inducible 

serine/threonine protein kinase homolog - wheat (fragment) 
>gi_170664_gb_AAA96325.1_AAA96325 (M94726) protein kinase 
[Triticum aestivum] 



Seq. No. 

Contig ID 



389647 

16577 1.R1084 



49507 



€1 



5 '-most EST 



g3090518 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389648 

16600J..R1084 

LIB3433-039-P1-K1-F4 

BLASTX 

g730557 

454 

6.0e-45 
117 

78 

60S RIBOSOMAL PROTEIN L34 >gi_2119150_pir S60476 ribosomal 

protein L34 - garden pea >gi_498908 (U10047) ribosomal 
protein L34 homolog [Pisum sativum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389649 

16605_1.R1084 

g3763522 
BLASTX 
gll3357 
816 

2.0e-87 

243 

57 

ALCOHOL DEHYDROGENASE 
dehydrogenase (EC 1.1 
>gi_18875 emb CAA30600 



S01893 alcohol 



1 >gi_82347_pir 

1.1) 1 - barley 

(X07774) alcohol dehydrogenase 1 

(AA 1-379) [Hordeum vulgare] >gi_226107_prf 1410317A 

alcohol dehydrogenase 1 [Hordeum vulgare var. distichum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389650 

16607_1.R1084 

uC-osflcyp097c02bl 

BLASTX 

g2130080 

210 

2.0e-16 

93 
44 

Nrampl protein - rice >gi_1470320_bbs_17744 1 (S81897) 
OsNrampl=Nrampl homolog/Bcg product homolog [Oryza sativa, 
indica, cv. IR 36, etiolated shoots, Peptide, 517 aa] 
[Oryza sativa] >gi_2231132 (L41217) integral membrane 
protein [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389651 

16611_1.R1084 

LIB3434-013-P1-K1-H7 

BLASTX 

g478409 

562 

2.0e-57 

185 
58 

peroxidase (EC 1.11.1.7) 
>gi_218328_dbj_BAA01950_ 
angularis ] 



cationic - adzuki bean 
(D11337) peroxidase [Vigna 



49508 





Seq. No. 


389652 




Contig ID 


16612 1.R1084 




5' -most EST 


LIB3433-039-P1-K1-G4 




Method 


BLASTX 




NCBI GI 


g4972072 




BLAST score 


270 




E value 


4.0e-23 




Match length 


141 




% identity 


44 




NCBI Descriotion 


(AL0784 67) putative RING zinc finger protein 






thaliana] 




Sea No 


389653 




Contig ID 


16614 1.R1084 




5 '-most EST 


g3760574 




Seq. No. 


389654 


s ;as si 


Contig ID 


16620 1.R1084 




5 '-most EST 


LIB3434-057-P1-K1-F4 




Method 


BLASTX 




NCBI GI 


g3395427 




BLAST score 


171 


Jc: 


E value 


5.0e-12 


D 


Match length 


75 




% identitv 


48 


S 


NCBI Description 


(AC004 683) unknown protein [Arabidopsis thai: 




Qprr No 


389655 




Contia ID 


16622 1.R1084 




5' -most EST 


g3768371 




Seq. No. 


389656 


o 


Contig ID 


16622 2.R1084 




5 T -most EST 


LIB3433-039-P1-K1-H4 




Method 


BLASTX 




NCBI GI 


g2492952 




BLAST score 


416 




E value 


8.0e-62 




Match length 


181 




% identity 


70 




NCBI Description 


CHORISMATE SYNTHASE 1 PRECURSOR 



(5-ENOLPYRUVYLSHIKIMATE-3-PHOSPHATE PHOSPHOLYASE 1) 

>gi_542026_pir S40410 chorismate synthase (EC 4.6.1, 

precursor - tomato >gi_410482_emb_CAA7 9859_ (221796) 
chorismate synthase 1 [Lycopersicon esculentum] 



4) 1 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389657 

16622__3.R1084 

g2442693 

BLASTX 

g2492953 

360 

5.0e-34 

162 

66 

CHORISMATE SYNTHASE 2 PRECURSOR 



49509 



( 5 -ENOLPYRUVYLS HI KI MATE -3 -PHOSPHATE PHOSPHOLYASE 2) 

>gi_542027_pir S40409 chorismate synthase (EC 4.6.1.4) 

precursor - tomato >gi_4104 84_emb_CAA7 9854_ (Z21791) 
chorismate synthase 2 [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389658 

16624JL.R1084 

g4715746 

BLASTX 

gl806144 

700 

1.0e-109 

350 
64 

(X97316) cdc2MsE [Medicago sativa] 
389659 

16633_1.R1084 

uC-osflcypl52dl0al 

BLASTX 

gl752734 

180 

5.0e-13 

42 

79 

(D78510) beta-glucan-elicitor receptor [Glycine max] 



Seq. No. 
Contig ID 
5 '-most EST 



389660 

16634J..R1084 
LIB3433-040-P1-K1-A3 



Seq. No. 
Contig ID 
5' -most EST 



389661 

16636_1.R1084 
LIB3433-040-P1-K1-A5 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389662 

16639JL.R1084 
g4714619 

389663 

16640_1.R1084 

g428826 

BLASTX 

g6041796 

276 

5.0e-24 

174 

39 

(ACQ 09755) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



389664 

16649_1.R1084 
LIB3433-040-P1-K1-B8 



Seq. No. 
Contig ID 
5 1 -most EST 



389665 

16650_1.R1084 
LIB3477-007-P1-K1-D2 



49510 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5080816 

730 

2.0e-77 

185 
71 

(AC007258) 



Putative ATPase [Arabidopsis thaliana] 



389666 

16651_1.R1084 

LIB3433-040-P1-K1-C1 

BLASTX 

g5922612 

649 

7.0e-68 

138 

56 

(AP000492) EST AU078118 (E3904 ) corresponds to a region of 
the predicted gene.; similar to Arabidopsis thaliana BAC 
IG002P16; No definition line found. (AF007270) [Oryza 
sativa] 



Iff" 


Spa No 


389667 




v_» 1 JL 1 L y J. LJ 


16651 2.R1084 




5' -most EST 


uC-osflcypl02c03al 


KT 


Method 


BLASTN 




NCBI GI 


g5922603 




BLAST score 


283 




E value 


1.0e-158 




Match length 


331 




% identity 


97 




NCBI Description 


Oryza sativa genomic 




Seq. No. 


389668 




Contig ID 


16664 1.R1084 




5' -most EST 


LIB3433-040-P1-K1-D1: 




Method 


BLASTX 




NCBI GI 


g2660670 




BLAST score 


317 




E value 


6.0e-29 




Match length 


95 




% identity 


65 




NCBI Description 


(AC002342) putative ' 
thaliana] 




Seq. No. 


389669 




Contig ID 


16665 1.R1084 




5 '-most EST 


LIB3434-025-P1-K1-G8 




Method 


BLASTX 




NCBI GI 


g2583133 




BLAST score 


734 




E value 


1.0e-77 




Match length 


218 




% identity 


68 



putative Cu2+-transporting ATPase [Arabidopsis 



NCBI Description 
Seq. No. 



(AC002387) unknown protein [Arabidopsis thaliana] 
389670 



49511 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



16667_1.R1084 

uC-osroM2 02038h05bl 

BLASTX 

g6041850 

416 

2.0e-40 

179 

28 

(AC009853) unknown protein [Arabidopsis thaliana] 
389671 

16675JL.R1084 
g702005 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389672 

16684_1.R1084 

LIB3433-040-P1-K1-E9 

BLASTX 

g3668097 

554 

1.0e-56 

143 
75 

(AC004 667) putative glycine cleavage system protein H 
precursor [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



389673 

16687_1.R1084 

LIB3433-040-P1-K1-F11 

BLASTX 

g4186184 

199 

4.0e-15 
134 

31 

(AF111168) unknown [Homo sapiens] 

>gi_5262359_emb__CAB45684.1_ (AJ243310) C14orf3 protein 
[Homo sapiens] 

389674 

16688_1.R1084 

g2309912 
BLASTX 
g5902371 
559 

6.0e-57 

145 

68 

(AC009322) Hypothetical protein [Arabidopsis thaliana] 
389675 

16691_1.R1084 

g426850 
BLASTX 
g4585976 
558 

4.0e-57 



49512 



o 



Match length 


150 


% identity 


68 


NCBI Description 


(AC005287) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


389676 


Contig ID 


16692 1.R1084 


5' -most EST 


g3763l81 


Seq. No. 


389677 


Contig ID 


16693 1.R1084 


5 '-most EST 


LIB34 33-05 1-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2809251 


BLAST score 


449 


E value 


2 .Oe-51 


Match length 


181 


% identity 


58 


NCBI Description 


(AC002560) F21B7.20 [Arabidopsis thaliana] 


Seq. No. 


389678 


Contig ID 


16696 1.R1084 


5 1 -most EST 


LIB3 479-00 6-Q6-K1-B12 


Method 


BLASTX 


NCBI GI 


g3790587 


BLAST score 


198 


W T73 1 HP 




lid u^ii J_ c; J-J- i— i i 


198 




37 


NORT npsfri nti on 


(AF079182} RING-H2 finapr nrotp-in RHPa rArabi Hnnsi s 




thaliana ] 


Sea No 


389679 


Contig ID 


16696 2.R1084 


5 T -most EST 


g2428274 


Method 


BLASTX 


NCBI GI 


g3790587 


BLAST score 


557 


E value 


5 . Oe-57 


Match lencrth 


163 


% identity 


72 


NCBI Description 


(AF079182) RING-H2 finaer nrotpin RY\F9f\ fArabiHnnqi q 




thaliana ] 


O C ^ • IN ^ * 


1ft 9680 
.j o _/ u u w 


Contig ID 


16697 1.R1084 


5 1 -most EST 


uC-osflm202102h09bl 


Method 


BLASTX 


NCBI GI 


g2673920 


BLAST score 


164 


E value 


5.0e-ll 


Match length 


91 


% identity 


47 


NCBI Description 


(AC002561) similar to Drosophila couch potato proteii 




[Arabidopsis thaliana] 


Seq. No. 


389681 


Contig ID 


16704JL.R1084 



49513 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2427738 
BLASTX 
gl903364 
284 

4.0e-25 

106 

53 

(AC000104) 
thaliana] 



EST gb_T45093 comes from this gene. [Arabidopsis 



Seq. No. 

Contig ID 
5' -most EST 



389682 

16707JL.R1084 
LIB3433-040-P1-K1-G9 

389683 

16713JL.R1084 

g5039041 

BLASTX 

g2239083 

184 

2.0e-13 

70 

44 

(Z84383) anthranilate N-hydroxycinnamoyl /benzoyl transferase 
[Dianthus caryophyllus] >gi_2239087_emb_CAB06429__ (Z84385) 
anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 

389684 

16717JL.R1084 
LIB3433-040-P1-K1-H9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389685 

16721_2.R1084 

LIB3433-041-P1-K1-A12 

BLASTX 

g4454033 

572 

1.0e-58 

236 

50 

(AL035394) putative potassium transport protein 
[Arabidopsis thaliana] 

389686 

16724JL.R1Q84 

uC-osroM202001c03bl 

BLASTX 

g283391 

317 

6,0e-47 

174 

53 

ADP-ribosylation factor - yeast (Candida albicans) 
>gi_254344_bbsJL11914 (S43354) ADP-ribosylation factor, Arf 
[Candida albicans , Peptide, 17 9 aa] [Candida albicans] 



49514 



HI 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389687 

16731_1.R1084 

uC-osrocyp027g01bl 

BLASTX 

g2335201 

1117 

1.0e-122 

281 
76 

(AF013581) chitinase [Oryza sativa] 
389688 

16732JL.R1084 

LIB3479-001-Q6-K1-B5 

BLASTX 

g3252815 

478 

6.0e-48 

118 

72 

(AC004705) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] >gi_3810588 (AC005398) vacuolar 
sorting receptor-like protein [Arabidopsis thaliana] 

389689 

16732_2.R1084 

LIB3433-041-P1-K1-B4 

BLASTX 

g3252813 

883 

1.0e-166 

350 
75 

(AC004705) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] >gi_381058 6 (AC005398) vacuolar 
sorting receptor-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



389690 

16740_1.R1084 
g5771192 

389691 

16741_1.R1084 

LIB3433-045-P1-K1-B1 

BLASTX 

gl781326 

135 

2.0e-15 

170 
36 

(Y10464) peroxidase [Spinacia oleracea] 
389692 

16741_2.R1084 

uC-osflcypl30c02al 

BLASTX 

g2117620 



49515 



BLAST score 

E value 

Match length* 

% identity 

NCBI Description 



195 

1.0e-14 

84 
51 

peroxidase (EC 1.11.1.7) 
>gi_971558_emb_CAA62225_ 
sativa] 



1A - alfalfa 

(X90692) peroxidaselA [Medicago 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



389693 

16748_1.R1084 

g3767776 

389694 

16753_1.R1084 

uC-osrocyp011a03bl 

BLASTX 

g4586058 

645 

6.0e-67 

337 

44 

(AC007020) unknown protein [Arabidopsis thaliana] 



389695 

16755_1.R1084 

g5003814 

BLASTX 

g4689366 

195 

1.0e-15 

67 

60 

(AF134155) RING 



finger protein [Arabidopsis thaliana] 



389696 

16758_1.R1084 
LIB3434-042-P1-K1-E10 



Seq. No. 
Contig ID 
5 '-most EST 



389697 

16760_1.R1084 
LIB3433-041-P1-K1-E2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389698 

16761_1.R1084 

g2310651 

BLASTX 

g4538993 

803 

1.0e-85 

216 
70 

(AL04 9481) putative host response protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



389699 

16768_1.R1084 
g568732 



49516 



Mot" h nd 


BLASTX 


NCBI GI 


g833835 


BLAST score 


249 


TP Tra "1 no 
Jli V cLXU.tr 


5 # Oe-39 


ndT-CIl -LcilyLil 


17? 


% identity 


50 


NCBI Description 


(U26025) amygdalin hydrolase isoform AH I precursor [Prum 




qprof i nal 

OCl ^/ 1 L 11 d J 




389700 
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tt471 4C)84 

y " / ii uu ^ 


O 6 • IN U • 


389701 


r*r\n t" i rr TD 
^oiiLxy j. L" 1 


1 6776 1 R1084 

JL vj I 1 \J X • 1\X W {J 1 




nf-n^Tl nvnO^pO^bl 


Mo +" "h r^i iH 
lit: UliVJvJ. 




NCBI GI 


g2914700 


BLAST score 


1657 


F 1 no 
ill V O. J. uc 


0 0e+00 


rid L. Oil xcliyLIl 


4 R7 


9- "i /-^ o ti "H "i "H \? 

^ iu.er.txi uy 


11 


jnojdi uescripLioii 


( APnn^Q7 A \ l-RMA-nrofpqcii na nrnfpi n SEN 3 — 1 "i ke r Arabidoosis 




"h Vi a 1 t ana 1 


beg. lno. 


joy / uz 


^WllLxy X L/ 


1 6777 1 R1084 


0 ItlO S L JLo 1 


T TFl^47^R-Dni -Pi -"K"?-F3 


Method 


BLASTX 


NCBI GI 


g5262775 


DT 7\Qrp opAyA 
JDJU.B.0 1 buulc 




Hj value 


1 . U©1*±-? 


Match length 




% identity 


R7 
D f 


inojdi jjescripLion 


\ r\LA U O v Z. O i, } Ld. I L V c pi U I_C;-L11 [_riJ_ aJJJ-UUJJ o _L O uiiaxxaiia j 


□eq. lno. 


o o y i \) o 


Pnnl - i rr TD 
v^kjii i l y x lv 


16778 1 R1084 




T.TR343^3-f)41 -Pi -Kl -01 1 


Method 


BLASTX 


NCBI GI 


g4406775 


RT , A ^ T cmrp 

DXl.Tl.i_) J. OUUiC 


194 


Juj value 


9 Dp-1 a 


Match length 


O 0 


% identity 


4 R 




^Z\P0nSft36^ nnlrnown nrnfpi n F AraHi dnns i thalianal 


o e cj . in o . 


?RQ7fl4 


font- 1 rr TD 

^ Wil 1 — l y JL LJ 


1 6779 1 Rl 084 

X \J / / _/ X • 1\ X w u ^± 


R * — mr>o+- CQT 

D mosc jloi 


T TR34"33 — 041 -Pi -Kl -f^l 9 


11C LliU vj. 


BLASTX 


NCBI GI 


g4539422 


BLAST score 


261 


E value 


1.0e-22 


Match length 


97 


% identity 


56 


NCBI Description 


(AL04 9171) putative protein [Arabidopsis thaliana] 



49517 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389705 

16782_1.R1084 

uC-osflcypl26g06bl 

BLASTX 

g6006862 

64 6 

3.0e-67 

388 
44 

(AC009540) unknown protein [Arabidopsis thaliana] 
389706 

16786_1.R1084 

g286367 

BLASTX 

g3421087 

1145 

1.0e-126 

237 
94 

(AF043524) 20S proteasome subunit PAE1 [Arabidopsis 
thaliana] >gi_6056394_gb_AAF02858 . 1_AC009324_7 (AC009324) 
20S proteasome subunit PAE1 [Arabidopsis thaliana] 

389707 

16788_1.R1084 

LIB3433-041-P1-K1-H3 

BLASTX 

g3355484 

388 

2.0e-40 

148 

37 

(AC004218) putative geranylgeranyl transferase type I beta 
subunit [Arabidopsis thaliana] 

389708 

16795JL.R1084 

g2311455 

BLASTX 

g2829275 

631 

1.0e-65 

134 
88 

(AF044265) nucleoside diphosphate kinase 3 [Arabidopsis 
thaliana] >gi_3513740 (AF080118) contains similarity to 
nucleoside diphosphate kinases (Pfam: NDK.hmm, score: 
301.12) [Arabidopsis thaliana] >gi_4539375__emb_CAB40069 . 1_ 

(AL04 9525) nucleoside diphosphate kinase 3 (ndpk3) 

[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



389709 

16796_1.R1084 

g2428086 
BLASTX 



49518 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



gl370603 
1120 

1.0e-141 

314 
82 

(X98245) annexin p35 [Zea mays] 
389710 

16796__2.R1084 

LIB3479-010-Q6-K1-D3 

BLASTX 

g3378208 

210 

7.0e-24 

127 

51 

(AF07 9232) annexin p34 [Lycopersicon esculentum] 
389711 

16802_1.R1084 
LIB3434-016-P1-K1-E9 



Seq. No. 
Contig ID 
5 1 -most EST 



389712 

16810_1.R1084 

LIB34 33-04 2-P1-K1-C1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389713 

16819JL.R1084 

uC-osroM202024e06bl 

BLASTX 

g4587515 

805 

1.0e-85 

411 

44 

(AC007060) EST gb_Z37678 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



389714 

16820JL.R1084 
g3767809 

389715 

16826JL.R1084 
uC-osroM202030c05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389716 

16828_1.R1084 

LIB3433-050-P1-K1-E8 

BLASTX 

g2204226 

560 

3.0e-57 

175 

63 

(Y13848) alpha-galactosidase [Hordeum vulgare] 



49519 



Seq. No. 

Contig ID 
5' -most EST 



389717 

16835_1.R1084 
LIB3433-042-P1-K1-E2 



Seq. No. 


389718 


Contig ID 


16838 1.R1084 


5 '-most EST 


LIB34 33-042-P1-K1-E6 


Method. 


BLASTX 


NCBI GI 


al497987 


BLAST score 


210 


E value 


5. Oe-33 


Match length 


98 


% identity 


73 


NCBI Description 


(U62798) SCARECROW [Arabidopsis thaliana] 


Seq. No. 


389719 


Contig ID 


16840 1.R1084 


5 T -most EST 


LIB3434-009-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g5672692 


BLAST score 


1061 


E value 


1.0e-116 


Match length 


243 


% identity 


78 


NCBI Description 


(AB028448) nuclease I [Hordeum vulgare] 



Seq. No. 389720 
Contig ID 16843JL . R1084 

5' -most EST gl632270 



Seq. No. 
Contig ID 
5' -most EST 



389721 

16847_1.R1084 
LIB3433-042-P1-K1-F3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389722 

16849_1.R1084 

g2428908 

BLASTN 

g3047100 

33 

1.0e-08 

61 
89 

Arabidopsis thaliana BAC F6N23 



Seq. No. 

Contig ID 
5 1 -most EST 



389723 

16851_1.R1084 
LIB3433-044-P1-K1-C5 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



389724 

16852_1.R1084 

g426609 
BLASTX 
g4262167 
400 

8.0e-39 

159 



49520 



o 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 

(AC005275) putative LRR receptor-linked protein kinase 
[Arabidopsis thaliana] 

389725 

16860_1.R1084 

g2442382 

BLASTX 

g2498077 

699 

1.0e-73 

148 
84 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 
(PP18) >gi_1777930 (U55019) nucleoside diphosphate kinase 
[Saccharum of f icinarum] 



Seq. No, 
Contig ID 
5' -most EST 



389726 

16862JL.R1084 
g3760224 



Seq. No. 
Contig ID 
5 '-most EST 



389727 

16870JL.R1084 

LIB34 33-042-P1-K1-H8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389728 

16875JL.R1084 

g3763290 

BLASTX 

g3402817 

320 

3.0e-29 

67 

93 

(AJ007829) lacZ' [Cloning vector pGreen] 
389729 

16878_1.R1084 

uC-osflcyp011c09bl 

BLASTX 

g2462748 

848 

4.0e-91 

185 

87 

(AC002292) putative Clathrin Coat Assembly protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



389730 

16880_1.R1084 

LIB3433-043-P1-K1-A9 

BLASTX 

g4263704 

153 

8.0e-10 

57 
47 



49521 




NCBI Description (AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 



Seq. No. 


389731 


Contig ID 


16881 1.R1084 


5 1 -most EST 


LIB3477-009-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3461814 


BLAST score 


536 


E value 


3.0e-54 


Match length 


282 


% identity 


40 


NCBI Description 


(AC004138) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


389732 


Contig ID 


16887 1.R1084 


5' -most EST 


LIB3434-047-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g5059115 


BLAST score 


1276 


E value 


1.0e-141 


Match length 


334 


% identity 


72 


NCBI Description 


(AF132212) OPDA-reductase homolog [Arabidopsis thaliana] 


Seq. No. 


389733 


Contig ID 


16910 1.R1084 


5* -most EST 


g572487 


Method 


BLASTN 




a5803242 


BLAST score 


44 


E value 


3.0e-15 


Match length 


151 


% identitv 


87 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone : P0535G04 


Seq. No. 


389734 


Contig ID 


16912 1.R1084 


5 ' -most EST 


LIB3433-043-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2497883 


BLAST score 


228 


E value 


2.0e-18 


Match length 


59 


% identity 


73 


NPRT DpsrriDtion 


METALLOTHIONEIN-LIKE PROTEIN TYPE 1 >gi 1362174 pir S577i 


metallothionein-like protein - rice >gi~ 687638 TU18404) 




metallothionein-like protein [Oryza sativa] >gi_1815626 




(U43529) metallothionein-like type 1 [Oryza sativa] 




>gi_4097154_gb_AAD10376.1_ (U46159) type 1 rice 




metallothionein-like gene; Method: conceptual translation 




supplied by author. [Oryza sativa] 


Seq. No. 


389735 


Contig ID 


16913 1.R1084 


5 T -most EST 


LIB3433-043-P1-K1-E10 



49522 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389736 

16916JL.R1084 

uC-osflM202134el0al 

BLASTX 

g4567279 

587 

1.0e-60 

133 
86 

(AC006841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

389737 

16917_1.R1084 

g3763168 

BLASTX 

g209078 

218 

3.0e-17 

45 

89 

(M37847) alpha-peptide [Cloning vector] >gi_3603281 
(AF053122) alpha-peptide [Cloning vector pCD341] 

>gi__3603293 (AF053123) alpha-peptide [Cloning vector 

pCD342] 

389738 

16926_1.R1084 

g2312695 

BLASTX 

g2129752 

318 

5.0e-29 

127 

50 

thioredoxin - Arabidopsis thaliana >gi_992964_emb_CAA84 612_ 
(Z35475) thioredoxin [Arabidopsis thaliana] 



Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389739 

16929_1.R1084 

g2799946 

BLASTX 

g4506745 

318 

5.0e-35 

120 
65 

ribosomal protein S9 >gi_1173285_sp_P4 6781_RS9_HUMAN 40S 

RIBOSOMAL PROTEIN S9 >gi_1362936_pir S55917 ribosomal 

protein S9 - human >gi_550023 (U14971) ribosomal protein S9 
[Homo sapiens] >gi_10 9694 3__prf_2 11320 OF ribosomal protein 
S9 [Homo sapiens] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 



389740 

16934_1.R1084 

g3763075 

BLASTX 



49523 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



g3915847 
641 

7.0e-67 

162 

80 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 

389741 

16934_2.R1084 

uC-osroM202039d08bl 

BLASTX 

g3915847 

992 

1.0e-108 

234 
83 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 

389742 

16940__1.R1084 
LIB3433-043-P1-K1-G4 



IT: 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389743 

16943_1.R1084 

g3764147 
BLASTX 
g4680661 
582 

2.0e-59 

433 

30 

(AF132945) CGI-11 protein [Homo sapiens] 
389744 

16953JL.R1084 

g5002831 

BLASTX 

g2245131 

717 

2.0e-75 

240 
65 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
389745 

16960_1.R1084 

LIB34 79-008-Q6-K1-G10 

BLASTX 

g4558673 

288 

1.0e-25 

76 
64 

(AC007063) hypothetical protein [Arabidopsis thaliana] 
>gi_4726112 gb AAD28312.1 AC006436 3 (AC006436) 



49524 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389746 

16964_1.R1084 

LIB3433-025-P1-K1-F7 

BLASTX 

g2708749 

236 

2.0e-19 

115 

41 

(AC003952) putative senescence-assoc. 
protein [Arabidopsis thaliana] 



rhodanese-like 



Sea No. 


389747 






Contig ID 


16969 1.R1084 






5 f -most EST 


g2311477 






Method 


BLASTX 






NCBI GI 


g3687251 






BLAST score 


328 






E value 


3.0e-48 






Match length 


142 






% identity 


71 






NCBI Description 


(AC005169) unknown protein 


[Arabidopsis 


thaliana] 


Seq. No. 


389748 






Contig ID 


16969 2.R1084 






5 T -most EST 


uC-osflcypl55h04bl 






Method 


BLASTX 






NCBI GI 


g3687251 






BLAST score 


245 






E value 


1.0e-20 






Match length 


89 






% identity 


58 






NCBI Description 


(AC005169) unknown protein 


[Arabidopsis 


thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389749 

16970_1.R1084 

uC-osflcyp081f03bl 

BLASTX 

gl710521 

567 

4.0e-58 

144 

81 

60S RIBOSOMAL PROTEIN L24 >gi_1154 859__emb_CAA63960_ 
(X94296) L24 ribosomal protein [Hordeum vulgare] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



389750 

16970_2.R1084 

g427178 

BLASTX 

gl710521 

557 

5.0e-57 

113 

95 



49525 



NCBI Description 60S RIBOSOMAL PROTEIN L24 >gi_1154859_emb_CAA63960_ 
(X94296) L24 ribosomal protein [Hordeum vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



.R1084 

-048-P1-K1-E4 



389751 
16970_3. 
LIB3433- 
BLASTX 
gl710521 
576 

3.0e-59 

148 

78 

60S RIBOSOMAL PROTEIN L24 >gi_1154859__emb_CAA63960_ 
(X94296) L24 ribosomal protein [Hordeum vulgare] 

389752 

16974_1.R1084 
LIB3433-044-P1-K1-C1 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389753 

16982JL.R1084 
LIB3477-003-P1-K1-E8 

389754 

16983_1.R1084 

LIB3474-005-P1-K1-H3 

BLASTX 

gll97461 

1156 

1.0e-127 

247 

88 

(X78819) casein kinase I [Arabidopsis thaliana] 
389755 

16985_1.R1084 

g428982 

BLASTX 

g5919185 

292 

5.0e-26 

114 

54 

(AF183809) arabinogalactan protein Popl4A9 [Populus alba x 
Populus tremula] 

389756 

16986_1.R1084 

LIB3433-044-P1-K1-D11 

BLASTX 

g3142296 

157 

3.0e-10 

64 
52 

CAC002411) Contains similarity to hypothetical 
mitochondrial import receptor subunit gb_Z98597 from S. 



49526 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



pombe. ESTs gb_T45575 and gb_Z26435 and gb__AA394576 come 
from this gene. [Arabidopsis thaliana] 

389757 

16987_1.R1084 
uC-osflcyp022a06bl 

389758 

16990JL.R1084 

g3769062 
BLASTX 
g5263330 
289 

9.0e-26 

67 
81 

(AC007727) Contains similarity to gb_AJ000644 SPOP 
(speckle-type POZ protein) from Homo sapiens and contains a 
PF_00651 BTB/POZ domain. ESTs gb_T75841, gb_R89974, 
gb_R30221, gb_N96386, gb_T76457, gb_AI100013 and gb 

389759 

16993JL.R1084 
uC-osroM202016b04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389760 

16996_1.R1084 

g3767089 
BLASTX 
g2407800 
525 

3.0e-53 

117 

88 

(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 
389761 

16996^2. R1084 

g699795 

BLASTX 

g2407800 

522 

5.0e-53 

117 

88 

(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 
389762 

17002JL. R1084 

g2310130 

BLASTX 

g3150404 

143 

6.0e-16 

176 
18 

(AC004165) putative mitochondrial carrier protein 



49527 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



389763 

17012JL.R1084 

g2280830 

BLASTX 

gl762945 

410 

1.0e-39 

142 

54 

(U66269) ORF; able to induce HR-like lesions [Nicotiana 
tabacum] 



389764 

17014JL.R1084 

g700464 

BLASTX 

g4490316 

378 

2.0e-49 

192 
57 

(AL035678) nucellin-like protein 



[Arabidopsis thaliana] 



389765 

17022_1.R1084 

g2309684 

BLASTX 

g400054 

593 

8.0e-73 

268 
57 

DIHYDROXY-ACID DEHYDRATASE (DAD) >gi_4 8 672 9__pir S35137 

probable phosphogluconate dehydratase (EC 4.2.1.12) - 
Lactococcus lactis subsp. lactis >gi_2565156 (U92974) IlvD 
[Lactococcus lactis] 

389766 

17023_1.R1084 

LIB3433-045-P1-K1-A1 

BLASTX 

g4508073 

202 

1.0e-15 

132 

34 

(AC005882) 43220 [Arabidopsis thaliana] 
389767 

17027JL.R1084 

uC-osrocyp037dl0bl 

BLASTX 

g4972109 

249 

1.0e-20 



49528 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176 
33 

(AL078579) putative acyl-CoA binding protein [Arabidopsis 
thaliana] 

389768 

17031JL.R1084 

LIB3433-045-P1-K1-A8 

BLASTX 

g3297819 

889 

5.0e-96 

182 
91 

(AL031032) 
thaliana] 



protein kinase-like protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



389769 

17039_1.R1084 

LIB34 33-04 5-P1-K1-B5 



Seq. No. 
Contig ID 
5 '-most EST 



389770 

17043_1.R1084 
LIB3433-045-P1-K1-C1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



389771 

17045_1.R1084 

LIB34 33-04 5-P1-K1-C11 

BLASTX 

g5091623 

324 

9.0e-30 

122 

55 

(AC007454) Similar to gb_U93048 somatic embryogenesis 
receptor-like kinase from Daucus carota, contains 4 
PF_00560 Leucine Rich Repeat domains and a PF__00069 
Eukaryotic protein kinase domain. [Arabidopsis thaliana] 

389772 

17047_1.R1084 
LIB3433-045-P1-K1-G1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



389773 

17051JL.R1084 

uC-osrocyp013e02bl 

BLASTX 

g2979565 

481 

5.0e-48 

125 

74 

(AC003680) putative sin3 associated polypeptide 
[Arabidopsis thaliana] 

389774 

17052 1.R1084 



(SAP18) 



49529 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3433-045-P1-K1-C7 

BLASTX 

g4469022 

448 

2.0e-44 

164 
52 

(AL035602) cytochrome P450-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389775 

17054_1.R1084 

LIB3434-053-P1-K1-A3 

BLASTX 

g4567310 

172 

8.0e-12 

82 
48 

(AC005956) unknown protein [Arabidopsis thaliana] 
389776 

17058_1.R1084 

g4715356 

BLASTN 

g6006355 

544 

0.0e+00 

596 

99 

Oryza sativa genomic DNA, chromosome 6, clone : P04 93C11 



Seq. No. 

Contig ID 
5' -most EST 



389777 

17060_1.R1084 
LIB3433-045-P1-K1-D3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389778 

17063_1.R1084 

LIB3433-045-P1-K1-D7 

BLASTX 

g5902363 

789 

6.0e-84 

252 
63 

(AC009322) Putative coatomer protein complex, subunit beta 
2 (beta prime) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



389779 

17063_2.R1084 
g3760099 

389780 

17066_1.R1084 

g568602 

BLASTX 

gll68470 



49530 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



413 

6.0e-44 

118 

77 

PROTEIN KINASE APK1A >gi_2828 77_pir S28615 protein kinase, 

tyrosine/serine/threonine-specif ic (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_217 829_dbj_BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5 T -most EST 



389781 

17070JL.R1084 

LIB3433-045-P1-K1-E3 

BLASTX 

g2498731 

363 

4.0e-59 

173 
69 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE PI 

>gi_1362013_pir S57 611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886428_emb_CAA89838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 

389782 

17071_1.R1084 
uC-osrocyp009c08al 

389783 

17082_1.R1084 
g2443158 

389784 

17083JL.R1084 
LIB3433-045-P1-K1-F5 

389785 

17087_1.R1084 

LIB34 33-019-P1-K1-A3 

BLASTX 

g4104058 

169 

1.0e-ll 

70 
47 

(AF031195) blue copper-binding protein homolog [Triticum 
aestivum] 

389786 

17089JL.R1084 
LIB3433-045-P1-K1-G10 

389787 

17090JL.R1084 
uC-osflcyp054g05bl 



Seq. No. 



389788 



49531 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



17093_1.R1084 
g3769260 

389789 

17095_1.R1084 

LIB34 75-00 1-P1-K2-F6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389790 

17099JL.R1084 

LIB3433-045-P1-K1 

BLASTX 

g5915836 

465 

3.0e-46 

152 
57 

CYTOCHROME 
cytochrome 



-G9 



P450 71D7 >gi_1762144 (U48435) putative 
P450 [Solanum chacoense] 



(AF022459) 



389791 

17099_2.R1084 

uC-osroM202007h06al 

BLASTX 

g5915839 

405 

3.0e-39 

122 

57 

CYTOCHROME P450 71D10 >gi_2739000_gb_AAB94 588_ 
CYP71D10p [Glycine max] 

389792 

17101_1.R1084 
g5003942 



389793 

17105_1.R1084 
uC-osflcyp02 6d05bl 

389794 

17106__1.R1084 

LIB3433-056-P1-K1-E9 

BLASTX 

g464707 

639 

1.0e-66 

152 
78 

40S RIBOSOMAL PROTEIN S18 >gi_48 0908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613__emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA8227 3_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434 345_emb__CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28 962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 



49532 



© • 

[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121 / gb_Z17755, gb__R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910__emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389795 

17106_2.R1084 

g3763415 

BLASTX 

g464707 

424 

2.0e-41 

102 
76 

40S RIBOSOMAL PROTEIN S18 >gi_4 80908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi 4 34345_emb_CAA8227 4_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538 910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



iL_i 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



S37496 ribosomal 



389796 

17106_3.R1084 
uC-osflM20204 9e04bl 
BLASTX 
g464707 
476 

8.0e-48 
111 

78 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir_ 
protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434 34 3_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871__emb_CAA72909__ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



49533 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



389797 

17114_1.R1084 

g571905 

BLASTX 

g5734639 

528 

1.0e-53 

166 

61 

(AP000391) ESTs AU056036 (S20239) , C72753 (E2173) , 

AU056035 (S20239) correspond to a region of the predicted 

gene.; Similar to putative cytochrome P-450 (AC003680) 

[Oryza sativa] 

389798 

17119_1.R1084 

g2317305 
BLASTX 
g4512659 
536 

5.0e-94 

240 
70 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi 4544465_gb_AAD22372.1_AC006580_4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 

389799 

17122_1.R1084 
g642039 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389800 

17137_1.R1084 

uC-osflcyp055d08bl 

BLASTX 

g3023271 

2011 

0.0e+00 

381 

99 

GLUTATHIONE-DEPENDENT FORMALDEHYDE DEHYDROGENASE (FDH) 
(FALDH) (GSH-FDH) >gi_1675394 (U77637) class III ADH enzyme 
[Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389801 

17138JL.R1084 

LIB3433-04 6-P1-K1-C4 

BLASTX 

g4895194 

224 

3.0e-18 

118 
38 

(AC007 661) putative peptide transporter protein 
[Arabidopsis thaliana] 



Seq. No. 



389802 



49534 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17145JL.R1084 
LIB3433-04 6-P1-K1-D11 

389803 

17155_1.R1084 
LIB3433-046-P1-K1-E10 

389804 

17156_1.R1084 

LIB34 33-04 6-P1-K1-E12 

389805 

17161JL.R1084 

g2310189 

BLASTX 

g3335336 

313 

3.0e-42 

166 
56 

(AC004512) Contains similarity to DnaJ gene YM8520.10 
gb_825566 from from S. cerevisiae cosmid gb_Z4 9705. ESTs 
gb_Z47720 and gb__Z29879 come from this gene. [Arabidopsis 
thaliana] 

389806 

17162_1.R1084 

LIB3433-04 6-P1-K1-E8 

BLASTX 

g729051 

429 

3.0e-42 

96 
52 

CALTRACTIN (CENTRIN) >gi_44 4342_prf 1906390A 

caltractin-like protein [Atriplex nummularia] 

389807 

17173JL.R1084 

LIB3433-046-P1-K1-F8 

BLASTX 

g2289003 

312 

1.0e-28 

127 
54 

(AC002335) membrane transporter Dl isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



389808 

17175JL.R1084 

LIB3433-046-P1-K1-G1 

BLASTN 

g6015437 

35 

6.0e-10 
35 



49535 



% identity 42 

NCBI Description Homo sapiens PEX1 mRNA, complete cds 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389809 

17176_1.R1084 

LIB3433-04 6-P1-K1-G10 

BLASTN 

g4959460 

35 

5.0e-10 

35 
37 

Zea mays RACB small GTP binding protein mRNA, complete cds 



.R1084 

-053-P1-K1-B12 



389810 
17179JL 
LIB3433- 
BLASTX 
g4039152 
169 

1.0e-ll 

53 

58 

(AF104221) low temperature and salt responsive protein 
LTI6B [Arabidopsis thaliana] >gi_4325219_gb_AAD17303_ 
(AF122006) hydrophobic protein [Arabidopsis thaliana] 



Seq. No. 


389811 


Contig ID 


17180_1.R1084 


5' -most EST 


uC-osrocyp012al0bl 


Method 


BLASTX 


NCBI GI 


gl781336 


BLAST score 


874 


E value 


6.0e-94 


Match length 


303 


% identity 


57 


NCBI Description 


(Y10469) peroxidase [Spinacia 


Seq. No. 


389812 


Contig ID 


17184 1.R1084 


5 '-most EST 


LIB34 34-04 8-P1-K1-B5 


Method 


BLASTN 


NCBI GI 


g6088090 


BLAST score 


426 


E value 


0.0e+00 


Match length 


522 


% identity 


96 


NCBI Description 


Oryza sativa DNA, chromosome 




clone:G8018 


Seq. No. 


389813 


Contig ID 


17186 1.R1084 


5' -most EST 


LIB3434-058-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl620371 


BLAST score 


627 


E value 


3.0e-65 



1.6cm, RFLP marker, 



49536 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171 
65 

(Y08782) peroxidase ATP23a [Arabidopsis thaliana] 
389814 

17189_1.R1084 
uC-osflM202020f06bl 



389815 

17190JL.R1084 

g2428840 

BLASTX 

g5103835 

424 

4.0e-56 

130 
86 

(AC007591) 
from this 



ESTs gb_T22508, gb_H36196 and gb_AI100134 come 
gene. [Arabidopsis thaliana] 



389816 

17191JL.R1084 

LIB3433-047-P1-K1-A12 

BLASTX 

gl363488 

511 

1.0e-51 

153 
60 

IAA8 protein - Arabidopsis thaliana >gi_972919 (U18410) 
IAA8 [Arabidopsis thaliana] >gi_4 314364__gb_AAD15575_ 
(AC006340) auxin-induced IAA8 protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389817 

17192_1.R1084 

LIB34 33-047-P1-K1-A2 

BLASTX 

g3063467 

482 

4.0e-48 

126 
75 

(AC003981) F22013.29 



[Arabidopsis thaliana] 



389818 

17194_1.R1084 

LIB3433-047-P1-K1-A7 

BLASTX 

g3377842 

205 

4.0e-18 

60 
82 

(AF076274) No definition line found [Arabidopsis thaliana] 



Seq. No. 



389819 



49537 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17197_1.R1084 

g4714485 

BLASTX 

g3309086 

481 

3.0e-48 
166 
47 

(AF076253 
thaliana] 



calcineurin B-like protein 
>gi_4 9 3 8 4 9 5_emb_CAB 4 3 8 5 3 . 1_ 



3 [Arabidopsis 
(AL078465) 



calcineurin B-like protein 3 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389820 

17201_1.R1084 

LIB3433-047-P1-K1-B3 

BLASTX 

g4704662 

382 

1.0e-36 

90 
78 

(AF1168 60) uracil phosphoribosyltransf erase 1 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5-' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



389821 

17204_1.R1084 
g2428754 

389822 

17209_1.R1084 

g2800728 

BLASTN 

g984755 

80 

9.0e-37 
88 
99 



O.sativa mRNA for chilling-inducible protein 
389823 

17218_1.R1084 

LIB3433-047-P1-K1-D10 

BLASTX 

g4101591 

360 

4.0e-34 

134 
57 

(AF005051) aspartyl aminopeptidase [Mus musculus] 
389824 

17231_1.R1084 
LIB3433-056-P1-K1-F8 



Seq. No. 

Contig ID 
5 1 -most EST 



389825 

17237_2.R1084 
LIB3434-029-P1-K1-B12 



49538 



4> 



is* 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2150000 

244 

1.0e-20 

68 
63 

(AF000939) 



aleurone ribonuclease [Hordeum vulgare] 



389826 

17240_1.R1084 

LIB3433-047-P1-K1-F2 

BLASTX 

g2832623 

352 

6.0e-33 

115 
54 

(AL021711) 
thaliana] 



protein kinase-like protein [Arabidopsis 



Seq. No. 


389827 


Contig ID 


17241 1.R1084 


5 1 -most EST 


LIB34 33-015-Q6-K1-G9 


Sea No 


389828 


Pnnt "in IT) 


17247 1.R1084 


c. i -moqt EST 


uC-osflM202069d01al 


Method 


BLASTX 


WfRT (IT 


g3935157 


BLAST score 


148 


E value 


2.0e-09 


Match length 


34 


% identity 


85 


NCBI Description 


(AC005106) T25N20.21 


Seq. No. 


389829 


Contig ID 


17247 2.R1084 


5' -most EST 


g5803339 


Method 


BLASTX 


NCBI GI 


g4263722 


BLAST score 


408 


E value 


7.0e-40 


Match length 


99 


% identity 


75 


NCBI Description 


(AC006223) putative < 


Seq. No. 


389830 


Contig ID 


17252 1.R1084 


5 '-most EST 


g2799128 


Method 


BLASTX 


NCBI GI 


gl066163 


BLAST score 


328 


E value 


2.0e-33 


Match length 


86 


% identity 


76 


NCBI Description 


(X93015) glyoxysomal 




napus] 



49539 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389831 

17252_2.R1084 

uC-osflcyp050bllbl 

BLASTX 

g393707 

1382 

1.0e-153 

446 

60 

(X67696) acetyl-CoA 



acyltransf erase [Cucumis sativus] 



389832 

17253JL.R1084 

LIB3433-047-P1-K1-G8 

BLASTX 

g2493132 

1304 

1.0e-144 

256 
99 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 2 (V-ATPASE B 
SUBUNIT) >gi_167110 (L11873) vacuolar ATPase B subunit 
[Hordeum vulgar e] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389833 

17257_1.R1084 

LIB3433-047-P1-K1-H11 

BLASTX 

g2352492 

219 

4.0e-21 

92 
59 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_23524 94 (AF00504 8) transport inhibitor 
response 1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389834 

17260_1.R1084 

LIB3433-047-P1-K1-H3 

BLASTX 

g3641252 

237 

1.0e-19 

104 
46 

(AF053127) 
domestica] 



leucine-rich receptor-like protein kinase [Malus 



„ Seq. No. 
j^-:^a&4g.;iD. * 
: 5 '-most 'EST 

Method 

NCBI GI 

BLAST score 

E value 



389835 

J7262_l4gW3%.-s « _ 

LIB3434-033-P1-K1-B8 

BLASTX 

g3914899 

357 

3.0e-53 



49540 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



132 
83 

40S RIBOSOMAL PROTEIN S4 >gi_2331301 (AF013487) ribosomal 
protein S4 type I [Zea mays] 

389836 

17264JL.R1084 

g5004128 

BLASTX 

g2129622 

571 

1.0e-58 

122 

86 

immunophilin FKBP15-1 - Arabidopsis thaliana >gi_1272406 
(U5204 6) immunophilin [Arabidopsis thaliana] 

389837 

17270_1.R1084 

g568847 

389838 

17272_1.R1084 

g2799017 

BLASTX 

g4678349 

165 

4.0e-24 

133 
25 

(AL049659) putative protein [Arabidopsis thaliana] 
389839 

17272_2.R1084 

g2798833 

BLASTN 

gl698774 

41 

2.0e-13 

41 

100 

Filamentous phage display expression cloning vector pZGTS 
with murine Ig kappa light chain fragment insert, complete 
sequence 

389840 

17272_3.R1084 
uC-osflcyp033h08bl 

389841 

17273_1.R1084 
g2311738 

389842 

17276_1.R1084 

uC-osflcyp052c09bl 

BLASTX 



49541 



NCBI GI 


gooyy4 yi 


BLAST score 


591 


E value 


7.0e-61 


Match length 


166 


% identity 


67 


NCBI Description 


(AF08514 9) putative aminotransferase [Capsicum chinens* 


Seq. No. 


389843 


Contig ID 


1/z/o 1 . Rl(Jo4 


5 '-most EST 


LIB34 33-04 8-P1-K1-B6 


Seq. No. 


389844 


Contig ID 


17283 1.R1084 


5 '-most EST 


LIB3433-048-P1-K1-C10 


Seq. No. 


389845 


Contig ID 


17290 1.R1084 


5 '-most EST 


LIB3433-048-P1-K1-D10 


Method 


BLASTX 




CJj4Uzo / O 


BLAST score 


211 


E value 


3.0e-16 


Match length 


115 


% identity 


43 


NCBI Description 


(AC004 697) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


389846 


Contig ID 


17292 1.R1084 


5' -most EST 


LIB3434-023-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2651300 


BLAST score 


o r o 


E value 


9.0e-35 


Match length 


201 


% identity 


41 


NCBI Description 


(AC002336) putative initiator tRNA 




phosphoribosyl-transferase [Arabidopsis thaliana] 


Seq. No. 


389847 


Contig ID 


17295 1.R1084 


5' -most EST 


uC-osflm202104f01bl 


Method 


BLASTX 


»7ri r-} t f~* T 

NCBI GI 


a ci no co 
g4 Dl yZDO 


BLAST score 


150 


E value 


3.0e-09 


Match length 


155 


% identity 


30 


NCBI Description 


(AB017914) L-zip+NBS+LRR [Oryza sativa] 


Seq. No. 


389848 


Contig ID 


17296 1.R1084 


5 '-most EST 


LIB3433-048-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4582787 


BLAST score 


568 


E value 


2.0e-58 


Match length 


120 



49542 



% identity 

NCBT Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



93 

(AJ012281) 



adenosine kinase [Zea mays] 



389849 

17301_1.R1084 
LIB3434-010-P1-K1-F5 

389850 

17316_1.R1084 

g3763310 
BLAST X 
g5596645 
171 

9.0e-12 

42 

67 

(Z82266) similar to RNA polymerases I, II and III shared 
polypeptide (approx 7kd) [Caenorhabditis elegans] 

389851 

17317_1.R1084 

LIB3433-048-P1-K1-G12 

BLASTX 

g3421384 

498 

3.0e-50 

164 

64 

(AF081067) IAA-Ala hydrolase; IAA-amino acid hydrolase 
[Arabidopsis thaliana] 

389852 

17325_1.R1084 
LIB3433-048-P1-K1-H12 

389853 

17332_1.R1084 

LIB3434-057-P1-K1-G7 

BLASTX 

g4567304 

412 

5.0e-40 

251 

53 

(AC005956) unknown protein [Arabidopsis thaliana] 
389854 

17345_1.R1084 
g701649 

389855 

17356_1.R1084 
g428415 

389856 

17357JL.R1084 
g2431215 



49543 



€1 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



389857 

17359_1.R1084 

LIB3434-005-P1-K1-A10 

BLASTX 

g5053010 

147 

6.0e-09 

160 

24 

(AF154120) sorting nexin 1 
389858 

17363_1.R1084 
uC-osf Icypl37gl0al 

389859 

17367_1.R1084 
uC-osflcyp026a05bl 



[Mus musculus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389860 

17369JL.R1084 

g2442433 

BLASTX 

g2129742 

266 

5.0e-23 

74 

64 

stress-induced protein OZI1 precursor - Arabidopsis 
thaliana >gi_790583 (U20347) mRNA corresponding to this 
gene accumulates in response to ozone stress and pathogen 
(bacterial) infection; putative pathogenesis-related 
protein [Arabidopsis thaliana] >gi_2252869 (AF013294) No 
definition line found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389861 

17369_2.R1084 

g3762446 

BLASTX 

g2129742 

267 

5.0e-23 

74 

64 

stress-induced protein OZI1 precursor - Arabidopsis 
thaliana >gi_790583 (U20347) mRNA corresponding to this 
gene accumulates in response to ozone stress and pathogen 
(bacterial) infection; putative pathogenesis-related 
protein [Arabidopsis thaliana] >gi_2252869 (AF013294) No 
definition line found [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



389862 

17382_1.R1084 

LIB34 33-060-P1-K1-A3 



Seq. No. 



389863 



49544 



Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17383_1.R1084 

LIB3434-035-P1-K1-D8 

BLASTX 

g2129840 

307 

1.0e-27 

128 

52 

nucleosome assembly protein 1 - soybean >gi_1161252 
(L38856) nucleosome assembly protein 1 [Glycine max] 



Seq. No. 
Contig ID 
5 1 -most EST 



389864 

17389JL.R1084 
LIB3433-04 9-P1-K1-G2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389865 

17411_1.R1084 

LIB3433-050-P1-K1-A3 

BLASTX 

g5777631 

467 

1.0e-46 

152 

61 

(AJ245900) CAA303719.1 protein [Oryza sativa] 
389866 

17415_1.R1084 

g2799396 

BLASTN 

g2280519 

43 

1.0e-14 

51 
98 

Nicotiana tabacum mRNA for BYJ6, partial cds 
389867 

17416_1.R1084 

uC-osflcyp078b04bl 

BLASTX 

g3914431 

818 

l.Oe-111 

239 
83 

PROTEASOME COMPONENT C8 (MACRO PAIN SUBUNIT C8 ) 
(MULT I CATALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C8 ) 
>gi_2285802_dbj_BAA21651_ (D78173) 26S proteasome alpha 
subunit [Spinacia oleracea] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 



389868 

17416_2.R1084 

uC-osflM2 02054hl0bl 

BLASTX 

g3914431 

307 



49545 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-28 

124 

56 

PROTEASOME COMPONENT C8 (MACRO PAIN SUBUNIT C8) 
(MULT I CATALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C8) 
>gi_2285802__dbj_BAA21651_ (D78173) 26S proteasome alpha 
subunit [Spinacia oleracea] 

389869 

17417_2.R1084 

LIB3433-050-P1-K1-B10 

BLASTX 

g4759160 

202 

5.0e-29 

114 

58 

small nuclear ribonucleoprotein D3 polypeptide (18kD) 
>gi_1173456_sp_P43331_SMD3_HUMAN SMALL NUCLEAR 
RIBONUCLEOPROTEIN SM D3 (SNRNP CORE PROTEIN D3) (SM-D3) 
>gi 600750 (U15009) Sm D3 [Homo sapiens] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389870 

17420_1.R1084 

LIB3433-023-P1-K1-G7 

BLASTX 

g6091722 

438 

3.0e-43 

106 

76 

(AC0107 97) putative ribosomal protein L13 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



389871 

17431_1.R1084 
LIB3433-050-P1-K1-C3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 



389872 

17436JL.R1084 

uC-osflcypll2h03bl 

BLASTX 

g5880464 

162 

8.0e-ll 

40 

68 

(AF088901) actin bundling protein ABP135 [Lilium 
longif lorum] 

389873 

17442JL.R1084 

g426092 

BLASTX 

gll8304 

543 

6.0e-69 



49546 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



405 
40 

DIAMINOPIMELATE DECARBOXYLASE (DAP DECARBOXYLASE) 

>gi_77626_pir A31133 diaminopimelate decarboxylase (EC 

4.1.1.20) - Pseudomonas aeruginosa 

389874 

17444_1.R1084 
LIB3433-050-P1-K1-D6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 



389875 

17453_1.R1084 

uC-osflcypl24ellbl 

BLASTX 

g4325371 

282 

5.0e-25 

114 

53 

(AF128396) contains similarity to Medicago truncatula N7 
protein (GB:Y17613) [Arabidopsis thaliana] 

389876 

17461_1.R1084 
gl632282 

389877 

17463_1.R1084 

LIB347 9-008-Q6-K1-H2 

BLASTX 

gl703089 

158 

2.0e-10 

95 
38 

ACYLAMINO-ACID-RELEASING ENZYME (ACYL-PEPTIDE HYDROLASE) 
(APH) ( AC YL AM I NOACYL- PEPTIDASE) (DNF15S2 PROTEIN) 

>gi_2118063_pir JC4 655 acylaminoacyl-peptidase (EC 

3.4.19.1) - human >gi__556514_dbj_BAA0747 6_ (D38441) 
acylamino acid-releasing enzyme [Homo sapiens] 



389878 

17465_1.R1084 

LIB34 33-050-P1-K1-F4 

BLASTX 

gl825727 

262 

2.0e-22 

81 

58 

(U88308) C32E8.5 gene product 



[Caenorhabditis elegans] 



389879 

17469JL.R1084 
g2442271 



Seq. No. 



389880 



49547 




Contig ID 


17471 1.R1084 


5' -most EST 


LIB3433-050-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2462748 


BLAST score 


TOO 


E value 


5.0e-77 


Match length 


170 


% identity 


80 


NCBI Description 


(AC002292) putative Clathrin Coat Assembly protein 




[Arabidopsis thaliana] 


Seq. No. 


389881 


Contig ID 


17476_1.R1084 


5' -most EST 


uC-osrocyp011g06bl 


Method 


BLASTX 


NCBI GI 


goUooo4U 


BLAST score 


1017 


E value 


1.0e-141 


Match length 


264 


% identity 


97 


NCBI Description 


(AP000615) similar to OsMlo-hl. (Z95353) [Oryza sat 


Seq. No. 


389882 


Contig ID 


17481 1.R1084 


5 '-most EST 


g287032 


Method 


BLASTX 


NCBI GI 


g3033396 


BLAST score 


247 


E value 


8.0e-21 


Match length 


86 


% identity 


52 


NCBI Description 


(AC004238) unknown protein [Arabidopsis thaliana] 


Seq. No. 


389883 


Contig ID 


17488 1.R1084 


5 f -most EST 


uC-osroM202032e06bl 


Method 


BLASTX 


NCBI GI 


gJUUoyol 


BLAST score 


959 


E value 


1.0e-104 


Match length 


268 


% identity 


39 


NCBI Description 


(AJ005016) ABC transporter [Homo sapiens] 


Seq. No. 


389884 


Contig ID 


17495 1.R1084 


5' -most EST 


LIB3433-051-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


goOol / / 9 


BLAST score 


589 


E value 


9.0e-61 


Match length 


139 


% identity 


80 


NCBI Description 


(AF150630) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


389885 


Contig ID 


17496_1.R1084 



49548 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflcypllOblObl 

BLASTX 

g3641837 

948 

1.0e-102 

300 
64 

(AL023094) Nonclathrin coat protein gamma-like protein 
[Arabidopsis thaliana] 



Seq. No. 


389886 


Contig ID 


17499 1.R1084 


5 T -most EST 


g4879694 


Method 


BLASTX 


NCBI GI 


g!890575 


BLAST score 


746 


E value 


3.0e-79 


Match length 


150 


% identity 


89 


NCBI Description 


(X93174) xyloglucan 




vulgare] 


Seq. No. 


389887 


Contig ID 


17499 2.R1084 


5 '-most EST 


g287283 


Method 


BLASTX 


NCBI GI 


gl890577 


BLAST score 


489 


E value 


2.0e-97 


Match length 


192 


% identity 


89 


NCBI Description 


(X93175) xyloglucan 




vulgare] 



endotransglycosylase (XET) [Hordeum 



endotransglycosylase (XET) [Hordeum 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389888 

17500JL.R1084 

uC-osflcypl7 9b02bl 

BLASTX 

g4105782 

911 

2.0e-98 

215 

79 

(AF049922) PGP169-12 



[Petunia x hybrida] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389889 

17508JL.R1084 

LIB3433-051-P1-K1-B5 

BLASTX 

g4982479 

529 

9.0e-54 

171 
60 

(AF069441) predicted protein of unknown function 
[Arabidopsis thaliana] 



49549 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389890 

17510_2.R1084 
g572154 

389891 

17513J..R1084 
LIB3433-051-P1-K1-C10 

389892 

17516JL.R1084 

g2280671 

BLASTX 

g2760830 

511 

9.0e-52 

109 

83 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 

389893 

17517_1.R1084 
LIB3433-051-P1-K1-C3 

389894 

17521_1.R1084 

uC-osrocyp005al0al 

BLASTX 

g4454482 

680 

2.0e-71 

268 
52 

(AC006234) hypothetical protein [Arabidopsis thaliana] 
389895 

17524_1.R1084 
g5607323 

389896 

17525_1.R1084 
LIB3433-053-P1-K1-F3 

389897 

17527_1.R1084 

uC-osrocyp008h07bl 

BLASTX 

gl076809 

1254 

1.0e-138 

268 
91 

H+-transporting ATPase (EC 3.6.1.35) - maize 
>gi_758355_emb_CAA5 9800__ (X85805) H {+) -transporting ATPase 
[Zea mays] 



Seq. No. 



389898 



49550 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17527_3.R1084 

g2427524 

BLASTX 

gl076809 

947 

1.0e-103 

198 
93 

H+-transporting ATPase i 
>gi_7 5 8 3 5 5_emb_CAA5 9 8 0 0_ 
[Zea mays] 



EC 3. 6. 1.35) - maize 
(X85805) H{+) -transporting ATPase 



Seq. No. 
Contig ID 
5' -most EST 



389899 

17529_1.R1084 
LIB3434-04 8-P1-K1-G6 



Seq. No. 

Contig ID 
5' -most EST 



389900 

17530JL.R1084 
LIB3433-051-P1-K1-D5 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



389901 

17533_1.R1084 

LIB3433-051-P1-K1-E1 

BLASTX 

g2598575 

336 

3.0e-31 

119 
60 

(Y15293) MtN21 [Medicago truncatula] 
389902 

17536JL.R1084 

LIB3433-051-P1-K1-E12 

BLASTX 

g4914371 

270 

3.0e-23 

178 
31 

(AC007584) unknown protein [Arabidopsis thaliana] 
389903 

17539_1.R1084 
LIB3434-029-P1-K1-E11 



Seq. No. 

Contig ID 
5' -most EST 



389904 

17542_1.R1084 

LIB34 33-051-P1-K1-E8 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



389905 

17561_1.R1084 

uC-osroM202 029c06al 

BLASTX 

g584861 

198 

3.0e-15 



49551 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



72 
54 

CYTOCHROME P450 71A2 (CYPLXXIA2) (P-450EG4) 

>gi_480396_pir S36806 cytochrome P450 71A2 - eggplant 

>gi_408140_emb_CAA50645_ (X71654) P450 hydroxylase [Solanum 
melongena] >gi_4 41185_dbj_BAA03635_ (D14990) Cytochrome 
P-450EG4 [Solanum melongena] 

389906 

17564JL.R1G84 
LIB3433-051-P1-K1-G8 



Seq. No. 

Contig ID 
5' -most EST 



389907 

17567JL.R1084 
LIB3433-051-P1-K1-H6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389908 

17569_1.R1084 

g2312307 

BLASTX 

g4206196 

272 

3.0e-29 

175 

45 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
389909 

17570_1.R1084 

uC-osflcyp012e02bl 

BLASTX 

g4886271 

545 

9.0e-56 

145 
70 

(AL050300) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



389910 

17574_1.R1084 
uC-osroM202039hllal 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389911 

17581_1.R1084 

LIB3433-052-P1-K1-A4 

BLASTN 

g2463510 

74 

4.0e-33 

162 

24 

Z.mays small nuclear RNA genes snoRl.l, snoR2.2, snoR3.2, 
U14.1a, 014.1b, U14.1c and U14.1d 



Seq. No. 

Contig ID 
5 '-most EST 



389912 

17582_1.R1084 

LIB34 34-027-P1-K1-C4 



49552 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



BLASTX 

g4582434 

426 

1.0e-41 

93 
90 

(AC007196) unknown protein [Arabidopsis thaliana] 
389913 

17585JL.R1084 
LIB3433-052-P1-K1-A8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



389914 

17586_1.R1084 

g700445 

BLASTX 

g3183106 

473 

5.0e-47 

213 
45 

PROBABLE OXALYL-COA DECARBOXYLASE >gi_1788716 
putative enzyme [Escherichia coli] 



(AE000325) 



389915 

17588_1.R1084 

LIB3433-059-P1-K1-B4 

BLASTX 

g2795803 

292 

6.0e-42 

247 

21 

(AC003674) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] >gi_3355491 (AC004218) putative 
beta-1, 3-endoglucanase [Arabidopsis thaliana] 

389916 

17595_1.R1084 

LIB3475-005-P1-K1-H9 

BLASTX 

g2493318 

234 

4.0e-19 

99 
47 

BLUE COPPER PROTEIN PRECURSOR >gi_562 77 9_emb_CAA8 0 963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 

389917 

17603_1.R1084 

LIB3433-052-P1-K1-D1 

BLASTX 

g4587550 

172 

5.0e-12 



49553 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



65 
51 

(AC006577) 
thaliana] 



EST gb_R64848 comes from this gene. [Arabidopsis 



389918 

17607_1.R1084 

uC-osflcypl59h04bl 

BLASTX 

gl352468 

397 

2.0e-77 

189 

85 

BETA- FRUCTOFURANOS I DASE 1 PRECURSOR ( SUCROSE- 6- PHOSPHATE 
HYDROLASE 1) (INVERTASE 1) >giJL122439 (U16123) invertase 
[Zea mays] 

389919 

17608_1.R1084 

g428121 
BLASTX 
g4538911 
329 

3*0e-30 

174 

40 

(AL04 9482) hypothetical protein [Arabidopsis thaliana] 
389920 

17612_1.R1084 
g2310139 

389921 

17615_1.R1084 
uC-osflcyp012a02bl 

389922 

17619_1.R1084 

g3768692 

BLASTX 

gl362093 

562 

2.0e-57 

169 

66 

hypothetical protein (clone TPP15) - tomato (fragment) 
>gi_924632 (U20595) unknown [Solanum lycopersicum] 

389923 

17621JL.R1084 

g427372 
BLASTX 
g4454466 
184 

3.0e-13 

57 



49554 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



58 

(AC006234) 



unknown protein [Arabidopsis thaliana] 



389924 

17624_1.R1084 

LIB3433-052-P1-K1-F7 

BLASTX 

g3660471 

926 

1.0e-118 

226 
92 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 

389925 

17629_1.R1084 
LIB3433-052-P1-K1-F9 

389926 

17636_1.R1084 

LIB3433-052-P1-K1-G5 

BLASTN 

g4959460 

35 

4 .Oe-10 

35 
37 

Zea mays RACB small GTP binding protein mRNA, complete cds 
389927 

17637_1.R1084 

uC-osflcypl52g04bl 

BLASTX 

g4455210 

690 

3.0e-78 

239 

63 

(AL035440) putative aspartate-tRNA ligase [Arabidopsis 
thaliana] 

389928 

17639_1.R1084 
g700415 

389929 

17652_1.R1084 

g2280769 
BLASTX 
g4469025 
177 

9.0e-13 

54 

46 

(AL035602) putative protein [Arabidopsis thaliana] 



49555 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389930 

17652_2.R1084 

g286393 

BLASTX 

g4469025 

329 

1.0e-30 

76 
58 

(AL035602) putative protein [Arabidopsis thaliana] 
389931 

17656_1.R1084 

LIB3433-053-P1-K1-A3 

BLASTX 

g2119757 

549 

4.0e-56 

121 
79 

glucose starvation-induced protein precursor (clone pZSS2) 
- maize >gi__559534_emb_CAA57674_ (X82184) defence-related 
protein [Zea mays] 

389932 

17657JL.R1084 

g3759945 

BLASTN 

g433815 

322 

0.0e+00 

605 

28 

O.sativa gene for hydroxyproline-rich glycoprotein 
389933 

17663JL.R1084 

g4716036 

BLASTX 

g4539348 

217 

2.0e-17 

91 

57 

(AL035539) putative pollen allergen [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389934 

17676JL.R1084 

LIB3433-053-P1-K1-C11 

BLASTX 

g2459429 

566 

3.0e-58 

135 

77 

(AC002332) unknown protein [Arabidopsis thaliana] 



49556 



Seq. No. 


389935 


Contig ID 


17677 1.R1084 


5 '-most EST 


g5455556 


Method 


BLASTX 


NCBI GI 


g567893 


BLAST score 




E value 


7.0e-24 


Match length 


70 


% identity 


75 


NCBI Description 


(L37382) beta-galacto: 




[Cloning vector] 


Seq. No. 


389936 


Contig ID 


17677 2.R1084 


5' -most EST 


g286618 


Method 


BLASTN 


NCBI bl 




BLAST score 


51 


E value 


2.0e-19 


Match length 


71 


% identity 


17 


NCBI Description 


Oryza sativa genomic i 


Seq. No. 


389937 


Contig ID 


17679 1.R1084 


5 1 -most EST 


g701909 


Method 


BLASTX 


NCBI GI 


g2244840 


BLAST score 


135 


E value 


1.0e-ll 


Match length 


109 


% identity 


48 


NCBI Description 


(Z97337) hypothetical 


Seq. No. 


389938 


Contig ID 


17684 1.R1084 


5 T -most EST 


g428549 


Method 


BLASTX 


NCBI GI 


g549736 


BLAST score 


185 


E value 


2.0e-13 


Match length 


98 


% identity 


45 


NCBI Description 


HYPOTHETICAL 4 9.7 KD : 



>gi_539212_pir S38002 hypothetical protein YKL172w - yeast 

( Saccharomyces cer evi siae ) >gi_4 0751 0_emb_CAA8 1 5 1 5_ 
(Z26878) unknown [Saccharomyces cerevisiae] 
>gi_486302_emb_CAA82014_ (Z28172) ORF YKL172w 

[Saccharomyces cerevisiae] >gi_1582533_prf 2118403G ORF 

[Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 



389939 

17691_1.R1084 

g5003030 

BLASTX 

g2160177 

310 



49557 



E value 
Match length 
% identity 
NCBI Description 



5.0e-28 

134 

43 

(AC000132) 
thaliana] 



EST gb_R64758 comes from this gene. [Arabidopsis 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389940 

17707_1.R1084 

LIB3433-053-P1-K1-E8 

BLASTX 

g2129742 

263 

1.0e-22 

71 
65 

stress-induced protein OZI1 precursor - Arabidopsis 
thaliana >gi_7 90583 (U20347) mRNA corresponding to this 
gene accumulates in response to ozone stress and pathogen 
(bacterial) infection; putative pathogenesis-related 
protein [Arabidopsis thaliana] >gi_2252869 (AF013294) No 
definition line found [Arabidopsis thaliana] 



Seq. No. 


389941 


Contig ID 


17708 1.R1084 " 


5' -most EST 


LIB34 34-042-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl888551 


BLAST score 


364 


E value 


2.0e-34 


Match length 


143 


% identity 


50 


NCBI Description 


(U89895) pathogenesis-J 




sativa] 


Seq. No. 


389942 


Contig ID 


17718 1.R1084 


5' -most EST 


LIB3433-053-P1-K1-F9 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


8.0e-10 


Match length 


35 


% identity 


42 


NCBI Description 


Homo sapiens PEX1 mRNA, 


Seq. No. 


389943 


Contig ID 


17719 1.R1084 


5' -most EST 


g568082 


Method 


BLASTX 


NCBI GI 


g3914685 


BLAST score 


804 


E value 


9.0e-86 


Match length 


171 


% identity 


90 


NCBI Description 


60S RIBOSOMAL PROTEIN : 




protein L17 [Zea mays] 



1 [Oryza 



>gi 2668748 (AF034948) ribosomal 



49558 



€1 



Seq. No. 


389944 


Contig ID 


17720 1.R1084 


5' -most EST 


LIB3433-053-P1-K1- 


Method 


BLASTX 


NCBI GI 


g5107180 


BLAST score 




E value 


2.0e-28 


Match length 


75 


% identity 


71 


NCBI Description 


(AF150096) small ; 




esculentum] 


Seq. No. 


389945 


Contig ID 


17721 1.R1084 


5 '-most EST 


LIB3433-053-P1-K1- 


Method 


BLASTN 


NCBI GI 


go015437 


BLAST score 


36 


E value 


2.0e-10 


Match length 


50 


% identity 


65 


NCBI Description 


Homo sapiens PEX1 


Seq. No. 


389946 


Contig ID 


17726 1.R1084 


5' -most EST 


g2428816 


Method 


BLASTX 


NCBI GI 


g4557647 


BLAST score 


149 


E value 


3.0e-09 


Match length 


56 


% identity 


50 


NCBI Description 


heat shock factor 




heat shock factor 


Seq. No. 


389947 


Contig ID 


17728 1.R1084 


5 1 -most EST 


LIB3434-013-P1-K1- 


Method 


BLASTX 


NCBI GI 


glJ /U601 


BLAST score 


824 


E value 


2.0e-88 


Match length 


184 


% identity 


43 


NCBI Description 


(X98244) annexin ] 


Seq. No. 


389948 


Contig ID 


17742 1.R1084 


5 '-most EST 


LIB3433-026-P1-K1 


Seq. No. 


389949 


Contig ID 


17746 1.R1084 


5 '-most EST 


g568521 


Method 


BLASTX 


NCBI GI 


g4263787 


BLAST score 


229 


E value 


6.0e-29 



1 >gi_3283409 (AF068754) 
1 HSBP1 [Homo sapiens] 



49559 



Match length 


95 


% identity 


73 


NCBI Description 


(AC006068) unknown protein [Arabidopsis 


Seq. No. 


389950 


Contig ID 


17747 1.R1084 


5' -most EST 


LIB3433-054-P1-K1-A7 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


39 


E value 


3.0e-12 


Match length 


39 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 inRNA, complete cds 


Seq. No. 


389951 


Contig ID 


17748 1.R1084 


5' -most EST 


LIB3433-054-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3600031 


BLAST score 


299 


E value 


2.0e-33 


Match length 


154 


% identity 


53 


NCBI Description 


(AF080119) similar to 2, 4-dihydroxyhept 



acid aldolases [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389952 

17750_1.R1084 

g5607540 

BLASTN 

gll84323 

82 

7.0e-38 

119 
94 

Cloning vector pCRSCRIPT Direct, 



complete sequence 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389953 

17752JL.R1084 

g2442744 

BLASTX 

g2388585 

479 

5.0e-48 

142 

68 

(AC000098) Similar to Caenorhabditis unknown protein 
T03F1.1 (gb_U88169) . [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



389954 

17756_2.R1084 
LIB3433-054-P1-K1-B4 



Seq. No. 
Contig ID 
5' -most EST 



389955 

17758_1.R1084 
uC-osflM202069b07al 



49560 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



389956 

17762JL.R1084 
g3768097 

389957 

17764_1.R1084 

LIB3434-058-P1-K1-A5 

BLASTX 

g3617770 

811 

8.0e-87 

202 
74 

(Y14329) threonyl-tRNA synthetase [Arabidopsis thaliana] 
389958 

17765_1.R1084 
uC-osflcyp033d07bl 



Seq. No. 


389959 


Contig ID 


17766 1.R1084 


S'-most EST 


LIB3433-054-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4539301 


BLAST score 


303 


E value 


1.0e-27 


Match length 


75 


% identity 


76 


NCBI Description 


(AL04 9480) putative mitochondrial prot< 




thaliana] 


Seq. No. 


389960 


Contig ID 


17769 1.R1084 


5 '-most EST 


g700567 


Method 


BLASTX 


NCBI GI 


g4263779 


BLAST score 


149 


E value 


3.0e-09 


Match length 


141 


% identity 


27 


NCBI Description 


(AC006068) hypothetical protein [Arabi< 


Seq. No. 


389961 


Contig ID 


17774 1.R1084 


5' -most EST 


g2310203 


Method 


BLASTX 


NCBI GI 


g3337356 


BLAST score 


1435 


E value 


1.0e-159 


Match length 


305 


% identity 


90 


NCBI Description 


(AC004481) putative protein transport ; 




subunit [Arabidopsis thaliana] 


Seq. No. 


389962 


Contig ID 


17775_1.R1084 



49561 



5' -most EST 


LIB3433-017-Q6-K1-B6 


Method 


BLASTN 


INU.D1 vj! 


y ouio*± o / 


BLAST score 


37 


E value 


4.0e-ll 


Match length 


49 


% identity 


49 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


389963 


Contig ID 


17779 1.R1084 


5' -most EST 


LIB34 34-02 9-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g5080825 


BLAST score 


q o a 

o y d 


E value 


1.0e-96 


Match length 


273 


% identity 


60 


NCBI Description 


(AC007258) Putative Aldo/keto reductase [Arabidopsis 




thaliana] 


Seq. No. 


389964 


Contig ID 


17780 1.R1084 


5' -most EST 


LIB3433-054-P1-K1-D4 


Method 


BLASTX 


NLB1 01 


g4 oo / ijl 


BLAST score 


554 


E value 


1.0e-56 


Match length 


174 


% identity 


i — i 

01 


NCBI Description 


(AF134732) 60S ribosomal protein LI [Prunus armeniaca] 


Seq. No. 


389965 


Contig ID 


1 / tyD 1 .KlUo4 


5 1 -most EST 


LIB3433-054-P1-K1-E9 


Seq. No. 


389966 


Contig ID 


17809 1.R1084 


5 1 -most EST 


g2312879 


Seq, No. 


389967 


Contig ID 


17812 1.R1084 


5' -most EST 


uC-osroM202017cl2bl 


Method 


BLASTX 


NCBI GI 


g4263704 


BLiAbi score 


A 1 1 


E value 


1.0e-40 


Match length 


171 


% identity 


54 


NCBI Description 


(AC006223) putative sugar starvation-induced protein 




[Arabidopsis thaliana] 


Seq. No. 


389968 


Contig ID 


17823 1.R1084 


5' -most EST 


LIB34 33-054-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4895248 



49562 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



1461 

1.0e-163 

322 
86 

(AC007659) putative mitochondrial elongation factor G 
[Arabidopsis thaliana] 

389969 

17824JL.R1084 
LIB3433-054-P1-K1-H7 



fir*. 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389970 

17842_1.R1084 

LIB3433-055-P1-K1-B2 

BLASTX 

g3461820 

130 

4.0e-15 

149 
34 

(AC004138) unknown protein [Arabidopsis thaliana] 
389971 

17849_1.R1084 

LIB34 33-055-P1-K1-C1 

BLASTX 

g3421104 

751 

1.0e-79 

193 

80 

(AF043531) 20S proteasome beta subunit PBB2 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389972 

17853JL.R1084 

g428647 

BLASTX 

g3033397 

1188 

1.0e-131 

293 
75 

(AC004238) unknown protein [Arabidopsis thaliana] 
389973 

17854JL.R1084 

uC-osflcyp055g06bl 

BLASTX 

g4206122 

808 

2.0e-86 

208 
75 

(AF097 667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 



49563 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389974 

17865_1.R1084 

LIB3433-055-P1-K1-D2 

BLASTX 

gl723239 

263 

8.0e-23 
111 

49 

HYPOTHETICAL 35.7 KD PROTEIN C26A3.11 IN CHROMOSOME I 
>gi_1177358_emb_CAA93234__ (Z69240) putative amidohydrolase 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389975 

17868_1.R1084 

LIB3433-055-P1-K1-D5 

BLASTX 

g5051782 

887 

1.0e-95 

266 
62 

(AL078637) serine/threonine kinase-like protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



389976 

17868_2.R1084 
uC-osflcyp!68a04bl 



Seq. No. 

Contig ID 
5 1 -most EST 



389977 

17871JL.R1084 
LIB3433-055-P1-K1-D8 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



,R1084 

-055-P1-K1-D9 



389978 
17872JL 
LIB3433- 
BLASTX 
g2388580 
1173 

1.0e-129 

259 

81 

(AC000098) Similar to Sequence 10 from patent 5477002 
(gb 1253956) . [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389979 

17876_1.R1084 

g2311001 

BLASTX 

g5091616 

522 

1.0e-52 

352 
40 

(AC007454) F23M19.3 



[Arabidopsis thaliana] 



Seq. No. 



389980 



49564 



Contig ID 
5 1 -most EST 



17879_1.R1084 
LIB3433-055-P1-K1-E4 



Seq. No. 

Contig ID 
5' -most EST 



389981 

17882_1.R1084 
LIB3434-044-P1-K1-B10 



Seq. No. 

Contig ID 
5' -most EST 



389982 

17884JL.R1084 
LIB3433-056-P1-K1-F9 



Seq. No. 

Contig ID 

5 , -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389983 

17885_1.R1084 

uC-osflcypl52a03bl 

BLASTX 

gl762945 

416 

2.0e-40 

148 

53 

(U66269) 
tabacum] 



ORF; able to induce HR-like lesions [Nicotiana 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



389984 

17885_2.R1084 

LIB3434-042-P1-K1-H4 

BLASTX 

gl762945 

375 

8.0e-36 

143 
48 

(U66269) 
tabacum] 



ORF; able to induce HR-like lesions [Nicotiana 



389985 

17896JL.R1084 

gl944237 

BLASTX 

g2119076 

255 

1.0e-21 

102 

57 

ribosomal protein S10 
389986 

17907JL.R1084 
uC-osflcyp00 9a08bl 

389987 

17909_1.R1084 

LIB3433-055-P1-K1-H2 

BLASTX 

g3766535 

547 

8.0e-56 



potato mitochondrion 



49565 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



155 
68 

(Y11687) 14-3-3 protein [Solanum tuberosum] 
389988 

17914_1.R1084 
uC-osflcyp079e01al 

389989 

17915JL.R1084 

LIB3433-055-P1-K1-H9 

BLASTX 

g2832300 

470 

7.0e-53 

160 

66 

(AF044285) adenosine-5 1 -phosphosulfate-kinase [Catharanthus 
roseus] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389990 

17918JL.R1084 

LIB3433-05 6-P1-K1-A8 

BLASTX 

g3461839 

346 

2.0e-32 

158 

49 

(AC005315) putative receptor protein kinase [Arabidopsis 
thaliana] 

389991 

17923_1.R1084 

uC-osflcyp029bl0bl 

BLASTX 

g2224911 

758 

2.0e-80 

172 

84 

(U93048) 
carota] 



somatic embryogenesis receptor-like kinase [Daucus 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



389992 

17927_1.R1084 

g4715313 

BLASTX 

g4371285 

420 

2.0e-41 

106 

77 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
389993 

17933 1.R1084 



49566 



€1 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3433-019-P1-K1-C5 

BLASTX 

g2772934 

682 

2.0e-71 

213 

59 

(AF030357) 
thaliana] 



C-8,7 sterol isomerase; aSIl [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 



389994 

17941_1.R1084 

LIB3433-056-P1-K1-C9 

BLASTX 

g3858935 

440 

1.0e-46 

134 

73 

(AL021636) synaptobrevin-like protein [Arabidopsis 
thaliana] >gi_4103357 (AF025332) vesicle-associated 
membrane protein 7C; synaptobrevin 7C [Arabidopsis 
thaliana] 

389995 

17943JL.R1084 
LIB3433-056-P1-K1-D11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



389996 

17951_1.R1084 

g4969028 

BLASTX 

g4680212 

195 

1.0e-14 

42 

83 

(AF114171) hypothetical protein [Sorghum bicolor] 
389997 

17952JL.R1084 
g2428473 

389998 

17955JL.R1084 

LIB3434-034-P1-K1-E8 

BLASTX 

g4836805 

196 

8.0e-15 

82 
43 

(AF146793) protein B [Mus musculus] 
389999 

17962_1.R1084 

LIB34 33-05 6-P1-K1-F2 



49567 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g2828296 

465 

2.0e-4 6 

129 
42 

(AL021687) 
thaliana] 



RNase L inhibitor-like protein [Arabidopsis 



390000 

17970_1.R1084 

LIB3433-056-P1-K1-G10 

BLASTX 

g3108209 

462 

5.0e-46 

116 

70 

(AF028809) 
thaliana] 



eukaryotic cap-binding protein [Arabidopsis 



390001 

17975_1.R1084 

g428580 
BLASTX 
g2494132 
320 

2.0e-38 

127 
62 

(AC002376) Contains similarity to human dimethylaniline 
monooxygenase (gb_M64082) . [Arabidopsis thaliana] 

390002 

17976JL.R1084 
g3766763 

390003 

17979JL.R1084 

g3766586 

BLASTX 

g5833467 

450 

9.0e-53 

145 
70 

(AF158 602) monodehydroascorbate reductase [ Zantedeschia 
aethiopica] 

390004 

17990JL.R1084 

LIB3433-017-Q6-K1-E10 

BLASTX 

g4006893 

930 

1.0e-100 

218 



49568 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

(Z99708) aminopeptidase-like protein [Arabidopsis thaliana] 
390005 

17993JL.R1084 

g287156 

BLASTX 

g5106764 

976 

1.0e-106 

420 

51 

(AF073329) eukaryotic translation initiation factor 3 large 
subunit [Zea mays] 

390006 

17997_1.R1084 

LIB34 33-057-P1-K1-A9 

BLASTX 

gl888357 

559 

3.0e-57 

169 

65 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_18 90154_emb__CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

390007 

17999_1.R1084 
g2280781 

390008 

18001_1.R1084 

LIB3434-004-P1-K1-B1 

BLASTX 

g5230728 

1036 

1.0e-113 

248 
79 

(AF08 9851) peroxisomal copper-containing amine oxidase 
[Glycine max] 

390009 

18002_1.R1084 

g286842 

BLASTX 

g2981475 

841 

3.0e-90 

219 
72 

(AF053084) putative cinnamyl alcohol dehydrogenase [Malus 
domestica] 



Seq. No. 



390010 



49569 



Contig ID 
5 T -most EST 



18005_1.R1084 
LIB3433-057-P1-K1-B6 



Seq. No, 
Contig ID 
5 T -most EST 



390011 

18014JL.R1084 
LIB3433-057-P1-K1-C4 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390012 

18022_1.R1084 

LIB3433-057-P1-K1-D11 

BLASTX 

g4760370 

492 

2.0e-49 

155 
68 

(AF082565) ATP dependent copper transporter [Arabidopsis 
thaliana] >gi_47 60380_gb_AAD29115 . 1_ (AF091112) ATP 
dependent copper transporter [Arabidopsis thaliana] 

390013 

18024JL.R1084 

g 4716445 

BLASTX 

g4105798 

567 

4.0e-58 

248 
48 

(AF049930) PGP237-11 [Petunia x hybrida] 



.R1084 

-042-P1-K1-B5 



Seq. No. 
Contig ID 
5 '-most EST 



390014 
18027_1. 
LIB3434- 
BLASTX 
g4874273 
381 

2.0e-75 

225 

63 

(AC007354) Similar to gi_3128199 F4I1.5 putative proteinase 
from Arabidopsis thaliana BAC gb_AC004521 

390015 

18037JL.R1084 

LIB3433-057-P1-K1-E7 

BLASTX 

g4490308 

473 

2.0e-89 

242 

72 

(AL035678) putative protein [Arabidopsis thaliana] 
390016 

18039JL.R1084 
g428171 



49570 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll71577 

209 

6.0e-16 

241 
29 

(X95343) hypersensitivity- related gene [Nicotiana tabacum] 



Seq. No. 
Contig ID 
S'-most EST 



390017 

18046JL.R1084 
LIB3434-024-P1-K1-E3 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390018 

18047JL.R1084 

uC-osflcyp037h09bl 

BLASTX 

g3894172 

331 

2.0e-30 

208 
37 

(AC005312) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390019 

18055_1.R1084 

LIB3474-006-P1-K1-A9 

BLASTX 

g4966343 

691 

9.0e-73 

204 

63 

(AC006341) Is a member of PF_00481 Protein phosphatase 2C 
family. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 1 -most EST 



390020 

18058_1.R1084 
uC-osflcyp086allal 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390021 

18059_1.R1084 

LIB3477-005-P1-K1-C7 

BLASTX 

gl076715 

413 

4.0e-40 

104 

69 

abscisic acid-induced protein HVA22 
(L19119) A22 [Hordeum vulgare] 



barley >gi_404589 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



390022 

18061_1.R1084 

g2310508 

BLASTX 

g4056568 



49571 



BLAST score 


589 


E value 


1.0e-120 


Match length 


328 


% identity 


30 


NCBI Description 


(U90944) PDI-like protein [Zea mays] 


Seq. No. 


390023 


Contig ID 


18064 1.R1084 


5 T -most EST 


LIB3433-057-P1-K1-H2 


Method 


BLASTX 




prO O A ROOD 


BLAST score 


246 


E value 


1.0e-20 


Match length 


72 


9- 1 r"\ -r~\ +- t 4*- t t 

-& iQenniTiy 




NCBI Description 


(Z97341) LET1 like protein [Arabidopsis thaliana 


Seq. No. 


390024 


Contig ID 


18066 1.R1084 


5 '-most EST 


LIB3433-057-P1-K1-H4 


Seq. No. 


390025 


Contig ID 


18068 1.R1084 


5 T -most EST 


LIB3433-057-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3123244 


BLAST score 


183 


E value 


1.0e-14 


Match length 


132 


% identity 


40 


NCBI Description 


AL PHA- MANNO S I DAS E I IX ( MANNOS YL-OLIGOSACCHARI DE 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 



1,3-1, 6-ALPHA-MANNOSIDASE) (MAN IIX) 

>gi_1132479_dbj_BAA09510_ (D55649) alpha mannosidase II 
isozyme [Homo sapiens] 

390026 

18069_1.R1084 

g701968 

BLASTX 

g2129550 

761 

1.0e-122 

292 

76 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554_pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4454034_emb_CAA23031.1_ (AL035394) calcium-dependent 
protein kinase (CDPK6J [Arabidopsis thaliana] 

390027 

18071_1.R1084 

LIB34 33-057-P1-K1-H9 

BLASTX 



49572 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g6063548 
534 

2.0e-54 

102 

100 

(AP000615) ESTs AU078175 (C51476) , AU068986 (C51476) 
correspond to a region of the predicted gene.; similar to 
NADH dehydrogenase. (AC006532) [Oryza sativa] 

390028 

18072JL.R1084 

g3763205 

BLASTN 

g2645165 

89 

4.0e-42 

111 

95 

Oryza sativa mRNA, similar to ribosomal protein 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



390029 

18074JL.R1084 

g5002870 

BLASTX 

g4827050 

246 

1.0e-20 

68 

65 

ubiquitin specific protease 14 { tRNA-guanine 
transglycosylase) >gi_1729927_sp_P54578_TGT_HUMAN QUEUINE 
T RNA- RI BO SYL TRANSFERASE (TRNA-GUANINE TRANSGLYCOSYLASE) 
(GUANINE INSERTION ENZYME) >gi_940182 (U30888) tRNA-Guanine 
Transglycosylase [Homo sapiens] 

390030 

18075_1.R1084 
g4880889 

390031 

18079_1.R1084 

g2317393 

BLASTX 

gl504052 

665 

1.0e-69 

137 
94 

(D87042) Calcium-dependent protein kinase [Zea mays] 
390032 

18080_1.R1084 
g286658 



Seq. No. 
Contig ID 
5' -most EST 



390033 

18081_1.R1084 

g3107321 



49573 



HP 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5441874 

723 

9.0e-79 

223 
66 

(AP000366) 



Similar to maize transposon MuDR mudrA-like 



protein. (AC002340) [Oryza sativa] 
390034 

18084JL.R1084 

g3768766 

BLASTX 

g2494075 

878 

8.0e-95 

175 

96 

NADP-DEPENDENT GLYCERALDEHYDE- 3- PHOSPHATE DEHYDROGENASE 
(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 
DEHYDROGENASE) ( GLYCERALDEHYDE - 3- PHOS PHATE DEHYDROGENASE 
[NADP-H] ) (TRIOSEPHOSPHATE DEHYDROGENASE) 

>gi_1084478_pir S43833 glyceraldehyde-3-phosphate 

dehydrogenase (NADP+) (EC 1.2.1.9) - maize 
>gi_474408_emb_CAA53075_ (X75326) 

glyceraldehyde-3-phosphate dehydrogenase (GAPN) [Zea mays] 
390035 

18089JL.R1084 

LIB3433-058-P1-K1-C11 

BLASTX 

gl41435 

244 

3.0e-20 

110 
43 

DIHYDRONEOPTERIN ALDOLASE (DHNA) >gi_98360_pir E37854 

folate biosynthesis protein 1 (sul 3 T region) - Bacillus 
subtilis >gi_143411 (M34053) ORF1 [Bacillus subtilis] 
>gi_4 674 67_dbj_BAA05313_ (D26185) unknown [Bacillus 
subtilis] >gi_2632345_emb_CAB11854_ (Z99104) 
dihydroneopterin aldolase [Bacillus subtilis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



390036 

18091_1.R1084 

LIB3433-058-P1-K1-C3 

BLASTX 

g4165550 

258 

1.0e-43 

116 

85 

(AJ004 915) apgm [Malus domestica] 
390037 

18094_1.R1084 
LIB347 9-011-Q6-K1-A6 



49574 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g6016872 

316 

2.0e-43 

130 
75 

(AP000570) EST AU058127 (S5254 ) corresponds to a region of 
the predicted gene.; Similar to dynein light chain 1, 
cytoplasmic. (Q24117) [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390038 

18104JL.R1084 

LIB3433-058-P1-K1-D5 

BLASTX 

g3421413 

925 

1.0e-100 

192 
89 

(AF081922) protein phosphatase 2A 55 kDa B regulatory 
subunit [Oryza sativa] >gi_3421415 (AF081923) protein 
phosphatase 2A 55 kDa B regulatory subunit [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390039 

18112_1.R1084 

g5004732 

BLASTX 

g464621 

626 

6.0e-65 

217 
60 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

390040 

18112_3.R1084 

g4714290 

BLASTX 

g464621 

453 

6.0e-45 

121 

73 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No. 

Contig ID 
5' -most EST 



390041 

18121JL.R1084 
uC-osroM202021c06bl 



Seq. No. 

Contig ID 



390042 

18123 1.R1084 



49575 



€1 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



LIB3434-038-P1-K1-B9 

BLASTX 

g2150000 

541 

3.0e-55 

153 
61 

(AF000939) 



aleurone ribonuclease [Hordeum vulgare] 



390043 

18128JL.R1084 

LIB3433-058-P1-K1-F8 

BLASTX 

g5932536 

695 

3.0e-73 

174 

76 

(AC0094 65) unknown protein [Arabidopsis thaliana] 
390044 

18145_1.R1084 
LIB3433-058-P1-K1-H5 



Seq. No. 
Contig ID 
5' -most EST 



390045 

18146JL.R1084 
LIB3433-058-P1-K1-H6 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



390046 

18146_2.R1084 
g702522 

390047 

18148_1.R1084 
g2311414 

390048 

18160JL.R1084 

g5038986 

BLASTX 

g5915819 

554 

1.0e-56 

159 

64 

FLAVONOID 3 ', 5 ' -HYDROXYLASE (F3 I 5 , H) (CYTOCHROME P450 75A6) 
>gi_1785488_dbj_BAA03440_ (D14590) flavonoid 
3 ' f 5 * -hydroxylase [Campanula medium] 

390049 

18161__1.R1084 

LIB3433-059-P1-K1-B11 

BLASTX 

g3868853 

410 

1.0e-39 

105 



49576 



% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



70 

(AB013853) 



GPI-anchored protein [Vigna radiata] 



390050 

18172_1.R1084 
LIB3433-059-P1-K1-C10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



390051 

18175_2.R1084 

g2312250 

BLASTX 

g4262186 

563 

5.0e-58 

151 
73 

(AC005508) Highly similar to cullin 3 [Arabidopsis 
thaliana] 

390052 

18179_1.R1084 

g2311421 

BLASTX 

g464981 

711 

2.0e-77 

148 
96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

390053 

18179^2. R1084 

LIB3434-040-P1-K1-F6 

BLASTX 

g464981 

419 

1.0e-40 

82 
95 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

390054 

18181_1.R1084 
g2427719 

390055 

18183_1.R1084 

uC-osflM202051gllbl 

BLASTX 

g3758827 

431 

1.0e-44 

135 



49577 



CP 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



67 

(AJ011921) amino acid selective channel protein [Hordeum 
vulgare] 

390056 

18187_1.R1084 

g2427834 

BLASTX 

g6016679 

326 

5.0e-30 

156 

46 

(AC009991) putative nucleic acid binding protein 
[Arabidopsis thaliana] 

390057 

18205_1.R1084 

uC-osroM202036b08bl 

BLASTX 

g5042456 

811 

6.0e-87 

178 

89 

(AC007789) putative pathogenesis related protein [Oryza 
sativa] 

390058 

18209_1.R1084 
g3766561 

390059 

18211JL.R1084 

uC-osroM202022a05bl 

BLASTX 

gl946372 

225 

2.0e-18 

59 
85 

(U93215) yeast hypothetical protein YDB1J3CHPO isolog 
[Arabidopsis thaliana] 

390060 

18215_1.R1084 
LIB3433-059-P1-K1-G1 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 



390061 

18216_1.R1084 
uC-osrocyp010c08al 

390062 

18218_1.R1084 

uC-osflM202016h08bl 

BLASTX 

g4539459 



49578 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313 

2.0e-28 

93 
66 

(AL04 9500) putative protein [Arabidopsis thaliana] 
390063 

18249JL.R1084 

LIB3433-060-P1-K1-B1 

BLASTX 

g4455213 

629 

1.0e-65 

149 
79 

(AL035440) glutamine amidotransf erase/cyclase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390064 

18254_1.R1084 

LIB3433-060-P1-K1-B4 

BLASTX 

gl669655 

553 

2.0e-56 

269 
44 

(X95962) CER3 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390065 

18257_1.R1084 

LIB3475-007-P1-K1-B10 

BLASTX 

g6056194 

128 

5.0e-12 

92 

40 

(AC009400) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



390066 

18264_1.R1084 

g701473 

BLASTX 

g6056200 

231 

2.0e-28 

126 

65 

(AC009400) unknown protein [Arabidopsis thaliana] 
390067 

18266_1.R1084 

g2428364 

BLASTX 

gll51244 

553 



49579 



E value 
Match length 
%^ identity 
NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



4.0e-87 

308 

52 

(U43377) GTP-binding protein [Arabidopsis thaliana] 
390068 

18268_1.R1084 

LIB34 34-013-P1-K1-H8 

BLASTX 

gl323742 

296 

3.0e-26 

158 

39 

(U32427) unknown [Triticum aestivum] 
390069 

18270_1.R1084 

LIB3433-060-P1-K1-C8 

BLASTX 

g4100325 

490 

5.0e-59 

209 
62 

(U96736) SL-TPS/P [Selaginella lepidophylla] 
390070 

18278_1.R1084 
g3548931 

390071 

18281_1.R1084 

LIB3433-060-P1-K1-D8 

BLASTX 

g4741923 

190 

5.0e-14 

52 
60 

(AF130849) PIT1 [Arabidopsis thaliana] 
390072 

18282_1.R1084 

uC-osflM202094dl2bl 

BLASTX 

g3805765 

1125 

1.0e-123 

330 
65 

(AC005693) putative protein kinase [Arabidopsis thaliana] 
390073 

18284_1.R1084 
g2800776 
BLAST N 



49580 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g416316 
52 

4.0e-20 

52 

100 

Yeast integrative vector pRS4 05 with LEU2 marker, complete 
sequence 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390074 

18293JL.R1084 

g568384 

BLASTX 

gl00226 

281 

8.0e-25 

171 
37 

hypothetical protein - tomato >gi_19275_emb_CAA78112__ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390075 

18302__1.R1084 

LIB3433-060-P1-K1-F7 

BLASTX 

g4539465 

217 

2.0e-17 

123 

40 

(AL04 9500) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390076 

18303_1.R1084 

uC-osroM202023fllbl 

BLASTX 

g294845 

496 

1.0e-93 

294 

61 

(L13655) membrane protein 
H65-7052] 



[Saccharum hybrid cultivar 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390077 

18308_1.R1084 

LIB34 34-017-P1-K1-G11 

BLASTN 

g6015437 

36 

2.0e-10 

36 

59 

Homo sapiens PEX1 mRNA, complete cds 



Seq. No. 



390078 



49581 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18310_1.R1084 

uC-osflcyp026e05bl 

BLASTX 

g2213583 

508 

3.0e-51 

229 
44 

(AC000348) T7N9.3 [Arabidopsis thaliana] 
390079 

18316J..R1084 

LIB3434-018-P1-K1-F4 

BLASTX 

gl351974 

574 

3.0e-59 

114 

97 

ADP-RIBOSYLATION FACTOR >gi_1076788_pir S49325 

ADP-ribosylation factor - maize >gi__107 67 8 9_pir S53486 

ADP-ribosylation factor - maize >gi_55668 6_emb_CAA56351_ 
(X80042) ADP-ribosylation factor [Zea mays] 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390080 

18323_1.R1084 

g2309925 

BLASTX 

g5902359 

832 

6.0e-89 

227 
69 

(AC009322) Heat-shock protein [Arabidopsis thaliana] 
390081 

18333JL.R1084 

g4716634 

BLASTX 

g2982311 

163 

6.0e-15 

109 
47 

(AF051240) probable ubiquitin-conjugating enzyme E2 [Picea 
mariana] 



Seq. No. 

Contig ID 
5 '-most EST 



390082 

18338_1.R1084 
g2312290 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



390083 

18343JL.R1084 

uC-osflM202053gllbl 

BLASTX 

g5257264 

560 



49582 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-65 

207 
69 

(AP000364) ESTs AU064813 (E40579) , D24600 (R2232) correspond 
to a region of the predicted gene.; Similar to Human mRNA 
for KIAA0255 gene. (D87444) [Oryza sativa] 

390084 

18345_1.R1084 

g4716093 

BLASTX 

g4138583 

673 

1.0e-70 

178 
76 

(Y10821) plastidic ATP/ADP-transporter [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 ■-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390085 

18348_1.R1084 

LIB3433-061-P1-K1-B9 

BLASTX 

g5733831 

351 

7.0e-33 

221 

38 

(AF02 62 67) ethylene receptor homolog [Nicotiana tabacum] 
390086 

18355_1.R1084 

uC-osroM202035cl2bl 

BLASTX 

gl684851 

191 

2.0e-14 

64 

59 

(U77935) DnaJ-like protein [Phaseolus vulgaris] 



Seq. No. 
Contig ID 
5 1 -most EST 



390087 

18359JL.R1084 
LIB3433-061-P1-K1-D10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390088 

18375_1.R1084 

uC-osflcyp080f03bl 

BLASTX 

gll68654 

291 

6.0e-26 

73 

67 

B ETA- GAL AC T 0 S I DAS E PRECURSOR (LACTASE) 

>gi_542198_pir S41889 beta-galactosidase (EC 3.2.1.23) 

garden asparagus >gi_4 52712_emb_CAA54525_ (X77319) 
beta-galactosidase [Asparagus officinalis] 



49583 



II 



Seq. No. 

Contig ID 
5 1 -most EST 



390089 

18377J..R1084 
LIB3434-015-P1-K1-E12 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 



390090 

18382JL.R1084 

LIB3433-061-P1-K1-F12 

BLASTX 

gl871192 

147 

9.0e-09 

87 
41 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 

390091 

18393_1.R1084 
uC-osflcyp021el2bl 

390092 

18401_1.R1084 
LIB3433-061-P1-K1-H10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



390093 

18404__1.R1084 

LIB3434-005-P1-K1-H12 

BLASTX 

g4091008 

874 

3.0e-94 

200 

78 

(AF040700) methionyl-tRNA synthetase [Oryza sativa] 
390094 

18409_1.R1084 

g3107777 

BLASTX 

g3157933 

192 

3.0e-14 

91 
43 

(AC002131) Contains similarity to box helicases gb_U29097 
from C. elegans and to the ENBP1 gene product gb_X95995 
from Vicia sativa. [Arabidopsis thaliana] 

390095 

18416_1.R1084 
uC-osflcypl28d04al 

390096 

18418JL.R1084 

LIB34 33-015-Q6-K1-A9 

BLASTX 



49584 



€1 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5541704 
476 

2.0e-47 

103 

88 

(AL096860) 40S RIBOSOMAL PROTEIN S20 homolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID' 
5' -most EST 
Method 



390097 

18418_2.R1084 

LIB3434-024-P1-K1-B11 

BLASTX 

g5541704 

476 

2.0e-47 

103 
88 

(AL096860) 40S RIBOSOMAL PROTEIN S20 homolog [Arabidopsis 
thaliana] 

390098 

18419_1.R1084 

LIB3433-015-Q6-K1-B1 

BLASTN 

g3821780 

36 

1.0e-10 

47 
65 

Xenopus laevis cDNA clone 27A6-1 
390099 

18420_1.R1084 

uC-osflm202108a06bl 

BLASTX 

g4204286 

151 

2.0e-09 

125 
39 

(AC003027) Unknown protein [Arabidopsis thaliana] 
390100 

18421JL.R1084 

g3107821 

BLASTX 

g3885329 

1061 

1.0e-116 

259 
80 

(AC005623) alien-like protein [Arabidopsis thaliana] 
390101 

18421_2.R1084 

uC-osflcypl56h08bl 

BLASTX 



49585 





goo 0 D zJ 


BLAST score 


713 


E value 


2.0e-75 


Match length 


163 


% identity 


83 


NCBI Description 


(AC005623) alien-like prot< 


Seq. No. 


390102 


Contig ID 


18423 1.R1084 


5' -most EST 


LIB3433-015-Q6-K1-B3 


Method 


BLASTX 


NCBI GI 


g 4544445 


dJjAo x score 


0 / y 


E value 


1.0e-59 


Match length 


185 


% identity 


54 


NCBI Description 


(AC0065 92) putative pyroph< 




1-phosphotransf erase [Arab: 


Seq. No. 


390103 


Contig ID 


18424 1.R1084 


5 '-most EST 


g2428320 


Method 


BLASTX 




~.a c: i 0*71 O 


BLAST score 


344 


E value 


9.0e-32 


Match length 


167 


% identity 


43 


NCBI Description 


(AC006569) unknown protein 


Seq. No. 


390104 


Contig ID 


18425 1.R1084 


5 '-most EST 


LIB34 33-015-Q6-K6-B5 


Method 


BLASTX 


NCBI GI 


gll73624 


BLAST score 


A O O 

4 o o 


E value 


3.0e-49 


Match length 


141 


% identity 


64 


NCBI Description 


(U34744) cytochrome P-450 




SM9108 1 ] 


Seq. No. 


390105 


Contig ID 


18427 1.R1084 


5' -most EST 


LIB3433-015-Q6-K1-B7 


Method 


BLASTX 




g44Uoo 10 


BLAST score 


339 


E value 


9.0e-32 


Match length 


90 


% identity 


64 


NCBI Description 


(AC006201) unknown protein 


Seq. No. 


390106 


Contig ID 


18430 1.R1084 


5" -most EST 


LIB34 33-015-Q6-K6-C1 


Method 


BLASTN 



-fructose 6-phosphate 



[Phalaenopsis sp. 'hybrid 



49586 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3983664 
100 

7.0e-49 

344 

83 

Oryza sativa mRNA for import in-beta2 , partial cds 



Seq. No. 
Contig ID 
5' -most EST 



390107 

18431JL.R1084 
LIB3433-015-Q6-K6-C10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390108 

18432_1.R1084 

LIB3433-015-Q6-K1-C11 

BLASTX 

g4580461 

421 

4.0e-41 

103 
81 

(AC006081) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



390109 

18433_1.R1084 
LIB3433-015-Q6-K1-C12 



Seq. No. 
Contig ID 
5 '-most EST 



390110 

18441_1.R1084 
LIB3433-015-Q6-K1-D10 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



390111 

18443_1.R1084 
LIB3433-015-Q6-K7-D12 

390112 

18445_1.R1084 

LIB3433-015-Q6-K1-D3 

BLASTX 

g2760839 

313 

2.0e-28 

102 

61 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
390113 

18446_1.R1084 
LIB3433-015-Q6-K6-D4 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



390114 

18448_1.R1084 

LIB3433-015-Q6-K1-D6 

BLASTX 

gl076746 

425 

1.0e-41 
169 



49587 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

heat shock protein 70 - rice (fragment) 

>gi_7 63160_emb_CAA4794 8_ (X67711) heat shock protein 70 
[Oryza sativa] 



390115 

18450_1.R1084 

LIB3433-015-Q6-K1-D9 

BLASTN 

g5777612 

87 

6.0e-41 

191 

49 

Oryza sativa chromosome 



4 BAC q3037-207Fl complete genome 



390116 

18452JL.R1084 

LIB3433-015-Q6-K1-E10 

BLASTX 

g3377822 

548 

5.0e-56 

152 

69 

(AF076275) contains similarity to Caenorhabditis elegans 
MEL-26 (GB:U67737) [Arabidopsis thaliana] 

390117 

18454_1.R1084 
g4716011 

390118 

18457_1.R1084 

LIB3433-015-Q6-K1-E4 

BLASTX 

g3257095 

190 

5.0e-14 

122 

30 

(AP000003) 840aa long hypothetical cell division control 
protein (transitional endoplasmic reticulum ATPase) 
[Pyrococcus horikoshii] 

390119 

18458JL.R1084 

LIB3433-015-Q6-K1-E5 

BLASTX 

g2244940 

479 

8.0e-48 

172 

64 

(Z97339) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



390120 



49588 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



18464_1.R1084 

LIB3433-015-Q6-K7-F12 

BLASTX 

g3599483 

166 

3.0e-12 

170 

35 

(AF085276) MEI-W68 [Drosophila melanogaster] 
390121 

18466_1.R1084 

LIB34 33-015-Q6-K6-F3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390122 

18471JL.R1084 

LIB3434-009-P1-K1-A2 

BLASTX 

g3341679 

803 

7.0e-86 

209 

72 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

390123 

18475_1.R1084 

g2800636 

BLASTX 

g2088653 

430 

7.0e-42 

176 

48 

(AF002109) Hslpro-1 related protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



390124 

18477JL.R1084 

LIB3433-015-Q6-K7-G4 

BLASTX 

g5080810 

561 

3.0e-59 

191 

63 

(AC007258) Very similar to helicases [Arabidopsis thaliana] 
390125 

18478_1.R1084 
LIB3433-015-Q6-K6-G6 



Seq. No. 

Contig ID 
5' -most EST 
Method 



390126 

18479_1.R1084 

uC-osflcypl78f04al 

BLASTX 



49589 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



g4572671 
170 

1.0e-ll 

92 
49 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 

390127 

18481_1.R1084 

LIB3433-015-Q6-K6-H10 

BLASTX 

g3513727 

499 

4.0e-50 

160 

41 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2 . hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

390128 

18485_1.R1084 

LIB3434-043-P1-K1-G1 

BLASTX 

gl592812 

175 

6.0e-12 

120 
39 

(X95957) 22 kDa polypeptide [Nicotiana tabacum] 
390129 

18486JL.R1084 
LIB3433-015-Q6-K1-H6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



390130 

18496_1.R1084 

LIB3433-019-P1-K1-A6 

BLASTN 

g6015437 

33 

7.0e-09 

37 

62 

Homo sapiens PEX1 mRNA, complete cds 
390131 

18501JL.R1084 
LIB3434-011-P1-K1-B8 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



390132 

18504_1.R1084 

g702132 

BLASTX 



49590 







BLAST score 


843 


E value 


9.0e-91 


Match length 


171 


% identity 


O 1 


NCBI Description 


(AC004557) F17L21.24 [Arabidopsis thaliana] 


Seq. No. 


390133 


Contig ID 


18506 1.R1084 


5' -most EST 


g4715763 


Seq. No. 


390134 


Contig ID 


18509 1.R1084 


5' -most EST 


g2431182 


Method 


BLASTX 




gouiD / jo 


BLAST score 


255 


E value 


2.0e-21 


Match length 


114 


% identity 


47 


NCBI Description 


(AC009325) unknown protein [Arabidopsis thaliana] 


Seq. No. 


390135 


Contig ID 


18510 1.R1084 


5 '-most EST 


g3766570 


Method 


BLASTX 


NCBI GI 


„o qi i mi 
gz y nu / 1 


BLAST score 


267 


E value 


3.0e-23 


Match length 


165 


% identity 


4 1 


NCBI Description 


(AL021960) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


390136 


Contig ID 


18517 1.R1084 


5 '-most EST 


LIB3475-001-P1-K2-A1 


Seq. No. 


390137 


Contig ID 


i o coc i ni no /i 


5 T -most EST 


LIB34 33-01 9-P1-K1-D5 


Seq. No. 


390138 


Contig ID 


18529 1.R1084 


5 '-most EST 


LIB3433-019-P1-K1-D8 


Seq. No. 


390139 


Contig ID 


18533 1.R1084 


5' -most EST 


g2310743 


Method 


BLASTX 


TiT /-I T~) X X 

JNLnl bl 


/~rO "5/1 one; 

gz J4z / oo 


BLAST score 


408 


E value 


2.0e-39 


Match length 


134 


% identity 


66 


NCBI Description 


(AC002341) unknown protein [Arabidopsis thaliana] 


Seq. No. 


390140 



49591 



Contig ID 
5' -most EST 

Seq. No* 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



18541JL.R1084 
uC-osflcyp011h08bl 

390141 

18542_1.R1084 

LIB3475-009-P1-K1-C10 

BLASTX 

g3377810 

402 

5.0e-39 

323 

36 

(AF076275) contains similarity to glutaredoxins 
[Arabidopsis thaliana] 

390142 

18544JL.R1084 
LIB3433-019-P1-K1-F10 



Seq. No. 

Contig ID 
5 '-most EST 



390143 

18544_2.R1084 
uC-osroM202025f07bl 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



390144 

18555_1.R1084 

g3761245 

BLASTX 

g3819164 

190 

4.0e-14 

87 
56 

(AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 

390145 

18556_1.R1084 

g287191 

BLASTX 

g4914455 

1109 

1.0e-121 

242 
87 

(AL050400) f ibrillarin-like protein [Arabidopsis thaliana] 
390146 

18566_1.R1084 
LIB3433-019-P1-K1-H11 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



390147 

18570__1.R1084 

LIB34 33-024-P1-K1-D5 

BLASTX 

g2431767 

205 

7.0e-16 



49592 



o 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



67 
61 

(U62751) acidic ribosomal protein P3a [Zea mays] 
390148 

18570_2.R1084 

g5667371 

BLASTX 

g2431767 

179 

7.0e-13 

98 

44 

(U62751) acidic ribosomal protein P3a [Zea mays] 



.R1084 

-021-P1-K1-A3 



390149 
18581__1. 
LIB3433- 
BLASTN 
g6015437 
39 

3.0e-12 

39 

100 

Homo sapiens PEX1 mRNA, complete cds 
390150 

18594_1.R1084 
LIB3433-021-P1-K1-B7 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



390151 

18598_1.R1084 

LIB34 33-021-P1-K1-C2 

BLASTX 

g3335375 

458 

1.0e-45 

154 

61 

(AC003028) putative amidase [Arabidopsis thaliana] 
390152 

18601JL.R1084 
LIB3433-021-P1-K1-C5 



Seq. No. 
Contig ID 
5 '-most EST 



390153 

18602_1.R1084 

LIB34 33-021-P1-K1-C6 



Seq. No. 
Contig ID 
5' -most EST 



390154 

18608_1.R1084 

uC-osflM202095h01bl 



Seq. No. 
Contig ID 
5' -most EST 
Method 



390155 

18609_1.R1084 

LIB3433-021-P1-K1-D5 

BLASTX 



49593 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2190012 
409 

1.0e-39 

125 

62 

(AB004242) dinl [Raphanus sativus] 
390156 

18617_1.R1084 

LIB3434-024-P1-K1-C3 

BLASTX 

g854361 

738 

2.0e-78 

152 
97 

(X58877) beta-glucanase [Oryza sativa] 
390157 

18631JL.R1084 

g3060991 

BLASTX 

g2244837 

632 

7.0e-80 

196 

77 

(Z97337) proteasome chain protein [Arabidopsis thaliana] 
>gi_2511572__emb_CAA73618.1_ (Y13175) multicatalytic 
endopeptidase [Arabidopsis thaliana] >gi_3421114 (AF043535) 
20S proteasome beta subunit PBD2 [Arabidopsis thaliana] 



Seq. No. 


390158 


Contig ID 


18632 1.R1084 


5 '-most EST 


LIB3477-009-P1-K1-G2 


Method 


BLASTN 


NCBI GI 


gl69818 


BLAST score 


82 


E value 


5.0e-38 


Match length 


82 


% identity 


100 


NCBI Description 


Rice 25 S ribosomal RNA gene 


Seq. No. 


390159 


Contig ID 


18636 1.R1084 


5' -most EST 


LIB3433-021-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3935150 


BLAST score 


204 


E value 


2.0e-30 


Match length 


107 


% identity 


42 


NCBI Description 


(AC005106) T25N20.14 [Arabia 


Seq. No. 


390160 


Contig ID 


18638 1.R1084 


5' -most EST 


LIB3433-021-P1-K1-G3 



49594 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2852449 

685 

4.0e-72 

165 

79 

(D88207) protein kinase [Arabidopsis thaliana] >gi_2947061 
(AC002521) putative protein kinase [Arabidopsis thaliana] 

390161 

18640_1.R1084 

LIB3433-021-P1-K1-G5 

BLASTX 

g2132171 

234 

1.0e-24 

143 
45 

hypothetical protein YPL063w - yeast (Saccharomyces 
cerevisiae) >gi_1079679 (U39205) similar to Caenorhabditis 
elegans CELF45E12_5 F45E12.1 gene product, encoded by 
GenBank Accession Number U29536 [Saccharomyces cerevisiae] 

390162 

18650JL.R1084 
g568433 

390163 

18656_1.R1084 

LIB3433-024-P1-K1-A4 

BLASTX 

g4490721 

459 

1.0e-45 

110 
79 

(AL035709) squalene epoxidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



390164 

18660_1.R1084 
g3760556 

390165 

18664_1.R1084 

g2442288 

BLASTX 

g3451075 

216 

3.0e-17 

91 

56 

(AL031326) putative protein [Arabidopsis thaliana] 
390166 

18664_2.R1084 
LIB3433-024-P1-K1-B12 



49595 



o 



Method 


BLASTX 


JNLdI \jJl 


go4oiu / 0 


BLAST score 


361 


E value 


4.0e-34 


Match length 


124 


% identity 


57 


NCBI Description 


(AL031326) putative protein [Arabidopsis 


Seq. No. 


390167 


Contig ID 


18665 1.R1084 


5' -most EST 


LIB3433-024-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g5231113 


BLAST score 


655 


E value 


z . ue o o 


Match length 


228 


% identity 


59 


NCBI Description 


(AF141202) EIN2 [Arabidopsis thaliana] 




>gi_5231115_gb_AAD41077.1_AF141203_l (AF: 




[Arabidopsis thaliana] 


Seq. No. 


390168 


Contig ID 


18666 1.R1084 


5 T -most EST 


g2309810 


Method 


BLASTX 


NCBI GI 


g4803927 


BLAST score 




E value 


6.0e-73 


Match length 


211 


% identity 


63 


NCBI Description 


(AC006264) signal sequence receptor, alp] 




(SSR-alpha) [Arabidopsis thaliana] 


Seq. No. 


390169 


Contig ID 


loo bo l.R10o4 


5' -most EST 


uC-osroM202001gllbl 


Seq. No. 


390170 


Contig ID 


18668 2.R1084 


5 '-most EST 


uC-osflcyp033a02bl 


Seq. No. 


390171 


Contig ID 


18672 1.R1084 


5' -most EST 


LIB3433-024-P1-K1-C1 


Seq. No. 


390172 


Contig ID 


18680 1.R1084 


5 '-most EST 


g2798301 


Method 


BLASTX 


NCBI GI 


g4580517 


BLAST score 


380 


E value 


2.0e-50 


Match length 


159 


%■ identity 


63 


NCBI Description 


(AF036302) scarecrow-like 5 [Arabidopsis 



EIN2 



Seq. No. 



390173 



49596 



o 



Contig ID 

5' -most EST 

Method 

-NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18693JL.R1084 

LIB3433-024-P1-K1-E11 

BLASTX 

g6006869 

207 

4.0e-16 

147 
39 

(AC009540) putative cationic amino acid transporter 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390174 

18699JL.R1084 

LIB34 33-024-P1-K1-E7 

BLASTX 

g5042455 

909 

2.0e-98 

177 

97 

(AC007789) NADP-dependent isocitrate dehydrogenase [Oryza 
sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390175 

18705__1.R1084 

LIB3433-024-P1-K1 

BLASTX 

g3335341 

397 

2.0e-38 

150 
57 

(AC004512) T8F5.10 



F2 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



390176 

18714JL.R1084 
LIB3433-024-P1-K1-G11 



Seq. No. 
Contig ID 
5' -most EST 



390177 

18717JL.R1084 
uC-osroM202040fllbl 



Seq. No. 
Contig ID 
5' -most EST 



390178 

18722_1.R1084 
g427060 



Seq. No. 

Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390179 

18724_2.R1084 

LIB3434-014-P1-K1-C2 

BLASTX 

g3341697 

470 

1.0e-46 

148 

61 

(AC003672) hypothetical protein [Arabidopsis thaliana] 



49597 



o 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 



390180 

18731_1.R1084 

g286933 

BLASTX 

g399940 

764 

2.0e-81 

193 
78 

HEAT SHOCK 70 KD PROTEIN, MITOCHONDRIAL PRECURSOR 

>gi_100004_pir S25005 heat shock protein, 70K - kidney 

bean >gi_22636_emb_CAA47345_ (X66874) 70 kDa heat shock 
protein [Phaseolus vulgaris] 

390181 

18741_1.R1084 
uC-osroM202008c06al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



390182 

18742_1.R1084 

g5004670 

BLASTX 

g2499327 

225 

1.0e-18 

52 
92 

NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_1084345_pir S52286 NADH 

dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 
>gi_64 3090_emb_CAA58887.1_ (X84078) NADH dehydrogenase 
[Arabidopsis thaliana] 

390183 

18744_1.R1084 

LIB3433-022-P1-K1-B7 

BLASTN 

g6015437 

35 

6.0e-10 

39 

97 

Homo sapiens PEX1 mRNA, complete cds 
390184 

18747_1.R1084 

uC-osflcypl24a08bl 

BLASTX 

g2194132 

819 

1.0e-87 

279 
62 

(AC002062) No definition line found [Arabidopsis thaliana] 
390185 

18749 2.R1084 



49598 



5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



uC-osflcypl25gllbl 
390186 

18762JL.R1084 
g3763598 

390187 

18766JL.R1084 

LIB3433-022-P1-K1-C9 

BLASTX 

g2827528 

216 

4.0e-17 

56 

66 

(AL021633) predicted protein [Arabidopsis thaliana] 
390188 

18785_1.R1084 

g4879141 

BLASTX 

g4678350 

349 

6.0e-33 

74 

84 

(AL04 9659) putative protein [Arabidopsis thaliana] 
390189 

18790_1.R1084 
LIB3434-059-P1-K1-D12 

390190 

18792JL.R1084 

LIB3433-022-P1-K1-F12 

BLASTX 

gll4089 

506 

5.0e-51 

141 

71 

RAS-RELATED PROTEIN ARA-4 >gi_81633_pir JS0641 GTP-binding 

protein ara-4 - Arabidopsis thaliana 

>gi_217839_dbj_BAA00831_ (D01026) small GTP-binding protein 
[Arabidopsis thaliana] >gi_3763922 (AC004450) GTP-binding 
protein [Arabidopsis thaliana] 

390191 

18794J..R1084 

g3060977 

390192 

18802_1.R1084 

g3767884 

BLASTX 

g3319340 

282 



49599 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



5.0e-25 

137 

43 

(AF077407) contains similarity to E. coli cation transport 
protein ChaC (GB:D90756) [Arabidopsis thaliana] 

390193 

18802^2. R1084 

g4715700 

BLASTX 

g3319340 

230 

2.0e-18 

62 
61 

(AF077407) contains similarity to E. coli cation transport 
protein ChaC (GB:D90756) [Arabidopsis thaliana] 

390194 

18804_1.R1084 
LIB3434-029-P1-K1-A1 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



390195 

18813_1.R1084 
g4715958 

390196 

18815_1.R1084 
LIB3433-022-P1-K1-H2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390197 

18818_1.R1084 

uC-osflcyp08 5g03bl 

BLASTX 

g2317725 

285 

3.0e-25 

169 

37 

(AF015811) putative lysophosphatidic acid acyltransf erase 
[Mus musculus] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



390198 

18824_1.R1084 

LIB3433-023-P1-K1-A11 

BLASTX 

g3264767 

225 

4.0e-18 

53 
77 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 
390199 

18826JL.R1084 
g569503 



49600 



o 



Seq. No. 


390200 


Contig ID 


18828 1.R1084 


5 T -most EST 


gl944243 


Seq. No. 


390201 


Contig ID 


18829 1.R1084 


5 T -most EST 


uC-osflcypl43b07bl 


Method 


BLASTX 




n q p c n n £ ^ 


BLAST score 


294 


E value 


3.0e-26 


Match length 


204 


% identity 


35 


NCBI Description 


(AJ223830) ARE1 [R, 


Seq. No. 


390202 


Contig ID 


18837 1.R1084 


5 T -most EST 


LIB3433-023-P1-K1- 


Method 


BLASTX 


NCBI GI 


gl345881 


BLAST score 


405 


E value 


3.0e-62 


Match length 


134 


% identity 


90 


NCBI Description 


CYTOCHROME B5 >gi 



>gi_4 1470 5_emb_CAA5 3 3 6 6_ 
sativa] 



(X75670) cytochrome b5 [Oryza 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390203 

18845JL.R1084 

g3763117 

BLASTX 

g3850571 

317 

6.0e-29 

64 

92 

(AC005278) Similar to gb_U85207 snRNP core Sm protein 
homolog Sm-X5 from Mus musculus. EST gb_AA612141 comes 
from this gene. [Arabidopsis thaliana] 

390204 

18845^3. R1084 

LIB3433-023-P1-K1-C3 

BLASTX 

g3850571 

317 

2.0e-39 

92 
92 

(AC005278) Similar to gb_U85207 snRNP core Sm protein 
homolog Sm-X5 from Mus musculus. EST gb_AA612141 comes 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



390205 

18847_1.R1084 
uC-osflcypll2d08bl 



49601 



o 



Method 


BLASTX 




g4 Ooiozu 


BLAST score 


396 


E value 


5.0e-38 


Match length 


235 


% identity 


45 


NCBI Description 


(AL049559) hypothetical protein [Schizosaccharomyces 


Seq. No. 


390206 


Contig ID 


18851 1.R1084 


5 T -most EST 


LIB34 33-023-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2773249 


"DT ACT 1 ciri^ro 

£Dj_iH.o l score 


OfiR 

zuo 


E value 


5.0e-16 


Match length 


84 


% identity 


44 


NCBI Description 


(AF039707) glutamate carboxypeptidase II [Rattus 




norvegicus] 


Seq. No. 


390207 


Contig ID 


18852 1.R1084 


5' -most EST 


uC-osroM202041bl0bl 


Seq. No. 


390208 


Contig ID 


18856 1.R1084 


5 '-most EST 


LIB3433-023-P1-K1-D3 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390209 

18859_1.R1084 

g4881120 

BLASTX 

g2344898 

439 

2.0e-46 

130 

72 

(AC002388) 60S ribosomal protein L30 isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390210 

18859_2.R1084 

g5003683 

BLASTX 

g2344898 

511 

7.0e-52 

128 

75 

(AC002388) 60S ribosomal protein L30 isolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



390211 

18862_1.R1084 

LIB3433-023-P1-K1-D9 

BLASTX 

gl491615 



49602 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-13 

79 
46 

(X99923) male sterility 2-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390212 

18868__1.R1084 

LIB3434-033-P1-K1-D11 

BLASTX 

g575605 

293 

5.0e-26 

143 
46 

(D42065) cationic peroxidase isozyme 40K precursor 
[Nicotiana tabacum] 

390213 

18869_1.R1084 

LIB3433-023-P1-K1-E5 

BLASTX 

gll3240 

318 

3.0e-29 

77 

87 

ACTIN 2 >gi_71636_pir ATRZ2 actin 2 - rice 

>gi_20329_emb__CAA33873_ (X15864) actin [Oryza sativa] 

390214 

18872_1.R1084 

LIB3433-023-P1-K1-E8 

BLASTX 

g626598 

275 

7.0e-24 

166 

39 

hypothetical protein YHR016c - yeast (Saccharomyces 
cerevisiae) >gi_500710 (U10400) Ysc84p [Saccharomyces 
cerevisiae] 

390215 

18882__1.R1084 

g3767455 

BLASTX 

g2506276 

489 

8.0e-55 

171 

72 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR 
KD CHAPERON IN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_2129561_pir S71235 chaperonin-60 alpha chain - 

Arabidopsis thaliana >gi_1223910 (U49357) chaperonin-60 



(60 



49603 



0 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



alpha subunit [Arabidopsis thaliana] 

>gi_4510416_gb_AAD21502.1_ (AC006929) putative rubisco 
binding protein alpha subunit [Arabidopsis thaliana] 

390216 

18887JL.R1084 
uC-osrocyp003gllal 

390217 

18888_1.R1084 

g2280953 

BLASTX 

gll5524 

376 

1.0e-35 

149 
33 

CALMODULIN >gi_71 687_pir MCPO calmodulin - potato 

>gi_169477 (J04559) calmodulin [Solanum tuberosum] 

390218 

18890JL.R1084 
LIB3433-023-P1-K1-G4 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390219 

18894_1.R1084 
g3760701 

390220 

18894_2.R1084 

g5455554 

BLASTN 

gl684627 

75 

1.0e-33 

81 

98 

Artificial sequences, plasmid vector pGreen-2 
390221 

18896JL.R1084 
LIB3433-023-P1-K1-H1 

390222 

18930_1.R1084 

LIB3433-025-P1-K1-B9 

BLASTX 

gl944319 

325 

1.0e-45 

154 
61 

(D31700) cysteine proteinase inhibitor [Glycine max] 
>gi_1944342_dbj_BAA19610_ (D64115) cysteine proteinase 
inhibitor [Glycine max] 



Seq. No. 



390223 



49604 



Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



18933_1.R1084 
g572480 

390224 

18941_1.R1084 

g4879745 

BLASTX 

g4522004 

188 

2.0e-13 

67 
63 

(AC007069) putative histidine kinase, sensory transduction 
[Arabidopsis thaliana] 

390225 

18950JL.R1084 
LIB3433-025-P1-K1-D7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390226 

18952JL.R1084 

uC-osrocyp010h03al 

BLASTX 

gll29134 

190 

6.0e-14 

41 
78 

(X94105) 
rubrum] 



old yellow enzyme NADPH dehydrogenase [Chenopodium 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 
Method 
NCBI GI 
BLAST score 
E value 



390227 

18953JL.R1084 
g568290 

390228 

18959_1.R1084 
g2799440 

390229 

18962_1.R1084 

g3759667 
BLASTX 
g3746882 
266 

6.0e-23 

106 

46 

(AF086708) 26S proteasome subunit 11 [Homo sapiens] 
390230 

18962_2.R1084 

g3760720 

BLASTX 

g3746882 

211 

2.0e-16 



49605 



o 



Match length 


94 


% identity 


41 


NCBI Description 


(AF086708) 26S proteasome subunit 11 [Homo sapiens] 


Seq. No. 


390231 


Contig ID 


18963 1.R1084 


5 f -most EST 


uC-osroM202039b04bl 


Method 


BLASTX 


NCBI GI 


g4506221 


BLAST score 


476 


E value 


z . ue— 4 / 


Match length 


193 


% identity 


49 


NCBI Description 


proteasome (prosome, macropain) 26S subunit, non-ATPase, 12 




>gi_1945611__dbj_BAA19749_ (AB003103) 26S proteasome subunit 




p55 [Homo sapiens] 


Seq. No. 


390232 


Contig ID 


18966 1.R1084 


5' -most EST 


LIB3433-025-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


gzz I ozij 


BLAST score 


271 


E value 


2.0e-23 


Match length 


83 


% identity 


60 


NCBI Description 


(AC002337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


390233 


Contig ID 


18978 1.R1084 


5 '-most EST 


LIB3433-025-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2529663 


BLAST score 


689 


E value 


z . ue— / z 


Match length 


174 


% identity 


72 


NCBI Description 


(AC002535) putative lysophospholipase [Arabidopsis 




thaliana] >gi 3738277 (AC005309) putative lysophospholipase 




[Arabidopsis thaliana] 


Seq. No. 


390234 


Contig ID 


18981 1.R1084 


5 1 -most EST 


uC-osflM202014g06bl 


Method 


BLASTX 


NCBI GI 


g3047083 


BLAST score 




E value 


2.0e-55 


Match length 


125 


% identity 


81 


NCBI Description 


(AF058914) similar to FLAP endonuclease-1 (SW:P39748) 




[Arabidopsis thaliana] 


Seq. No. 


390235 


Contig ID 


18987 1.R1084 


5' -most EST 


uC-osroM202037c04bl 


Method 


BLASTX 



49606 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 



g5031275 
812 

9.0e-87 

203 

72 

(AF1394 96) unknown [Prunus armeniaca] 
390236 

18989_1.R1084 

g2311870 
BLASTX 
g409007 
344 

4 ,0e-32 

81 

79 

BBI-M=Bowman-Birk trypsin inhibitor-related protein [Zea 

mays=corn, Peptide, 102 aa] >gi_4 4 72 68_prf 1914141A 

trypsin inhibitor-related protein [Zea mays] 

390237 

18998JL.R1084 
LIB3433-003-Q6-K6-D3 



Seq. No. 

Contig ID 
5 '-most EST 



390238 

19001_1.R1084 
LIB3433-026-P1-K1-A5 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390239 

19002_1.R1084 

LIB34 33-02 6-P1-K1-A9 

BLASTX 

g2244965 

144 

1.0e-08 

77 

39 

(Z97340) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390240 

19004_1.R1084 

LIB3477-011-P1-K1-B9 

BLASTX 

g4835247 

226 

3.0e-21 

78 

69 

(AL049862) putative tRNA synthetase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



390241 

19006JL.R1084 

LIB3434-010-P1-K1-G6 

BLASTX 

g730558 

457 

2.0e-45 



49607 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



95 
93 

60S RIBOSOMAL PROTEIN L34 >gi__107 6636_pir S48027 ribosomal 

protein L34 - common tobacco >gi_2129964_pir S48028 

ribosomal protein L34.e, cytosolic - common tobacco 
>gi_436030 (L27089) 60S ribosomal protein L34 [Nicotiana 
tabacum] >gi_436032 (L27107) 60S ribosomal protein L34 
[Nicotiana tabacum] 

390242 

19006_2.R1084 

g2442252 

BLASTX 

g730558 

454 

6.0e-45 

95 

92 

60S RIBOSOMAL PROTEIN L34 >gi_107 6636_pir_S48027 ribosomal 

protein L34 - common tobacco >gi_2129964_pir S48028 

ribosomal protein L34.e, cytosolic - common tobacco 
>gi_436030 (L27089) 60S ribosomal protein L34 [Nicotiana 
tabacum] >gi_436032 (L27107) 60S ribosomal protein L34 
[Nicotiana tabacum] 

390243 

19007JL.R1084 

LIB34 33-02 6-P1-K1-B2 

BLASTX 

g3334112 

371 

3.0e-35 

81 

86 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1938236_emb_CAA70200_ 
(Y08996) acyl-CoA-binding protein [Ricinus communis] 

390244 . 

19010_1.R1084 

uC-osroM202017e04bl 

BLASTX 

g3850999 

1391 

1.0e-154 

310 
89 

(AF0 69908) pyruvate dehydrogenase El beta subunit isoform 1 
[Zea mays] 

390245 

19017_1.R1084 
LIB3433-026-P1-K1-C11 



Seq. No. 
Contig ID 
5 '-most EST 



390246 

19023JL.R1084 
uC-osflcypl!2hl2bl 



49608 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390247 

19029_1.R1084 

g5667343 

BLASTX 

g4850408 

368 

7.0e-35 

169 

44 

(AC007357) Contains PF_00097 Zinc finger (C3HC4) ring 
finger motif. [Arabidopsis thaliana] 

390248 

19032_1.R1084 

g699990 

BLASTX 

g4455192 

493 

7.0e-77 

304 
31 

(AL035440) putative protein [Arabidopsis thaliana] 
390249 

19047JL.R1084 

uC-osflcyp013e05bl 

BLASTX 

g4960154 

276 

7.0e-24 

55 
95 

(AF153283) putative progesterone-binding protein homolog 
[Arabidopsis thaliana] 

390250 

19047_2.R1084 

LIB3477-001-P1-K1-F3 

BLASTX 

g4960156 

511 

1.0e-51 

153 
68 

(AF153284) putative progesterone-binding protein homolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1084 

-026-P1-K1-F5 



390251 
19055_1. 
LIB3433- 
BLASTX 
g4512711 
188 

2.0e-13 

163 

35 

(AC006569) unknown protein [Arabidopsis thaliana] 



49609 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



0 



390252 

19059_1.R1084 
uC-osroM202004h03a2 

390253 

19067JL.R1084 
gl632116 

390254 

19069JL.R1084 
LIB3433-026-P1-K1-G7 

390255 

19075_1.R1084 

LIB3433-026-P1-K1-H12 

BLASTX 

g4531444 

151 

2.0e-09 

61 
51 

(AC006224) putative protein 
390256 

19175JL.R1084 

LIB34 33-003-Q6-K6-B12 

390257 

19177_3.R1084 

uC-osflcypl79bl0al 

BLASTX 

g2764802 

169 

1.0e-ll 

38 
79 

(X77795) ras-like gene [Zea 
390258 

19180_1.R1084 

uC-osflM202016bl2bl 

BLASTX 

g3882356 

731 

2.0e-77 

234 
61 

( U924 60 ) 12-oxophytodienoate 
thaliana] 

390259 

19186JL.R1084 

LIB3433-003-Q6-K6-C12 

BLASTX 

g5834486 

155 




kinase [Arabidopsis thaliana] 



mays] 



reductase 0PR2 [Arabidopsis 



49610 



o 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



3.0e-10 

87 
38 

(AB025313) PGP9.5 [Mus musculus] 
390260 

19190_1.R1084 

g5003498 

BLASTN 

g5922603 

38 

3.0e-ll 

62 
92 

Oryza sativa genomic DNA, chromosome 1, clone : P0705D01 
390261 

19191_1.R1084 
LIB3433-003-Q6-K6-C6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



390262 

19210_1.R1084 

LIB3433-003-Q6-K6-E3 

BLASTX 

g3522946 

311 

2.0e-31 

146 

52 

(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 
390263 

19213_1.R1084 

LIB3433-003-Q6-K6-E6 

BLASTX 

gll5840 

502 

1.0e-53 

147 
73 

CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y 
PROTEIN CHAIN B) (NF-YB) (CAAT-BOX DNA BINDING PROTEIN 
SUBUNIT B) 

390264 

19224_1.R1084 
uC-osrocyp028e08al 

390265 

19235JL.R1084 
g2797220 

390266 

19237_1.R1084 

LIB3433-006-Q6-K6-F2 

BLASTX 

g4567246 



49611 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



545 

2.0e-55 

179 
61 

(AC007070) unknown protein [Arabidopsis thaliana] 
390267 

19238JL. R1084 

LIB3433-003-Q6-K6-H1 

BLASTX 

g5802627 

614 

7.0e-64 

143 
84 

(AF176089) COP8 [Arabidopsis thaliana] 
390268 

19250JL.R1084 

uC-osflcypl69ellbl 

BLASTX 

g2529680 

795 

5.0e-85 

185 

48 

(AC002535) putative protein disulf ide-isomerase precursor 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390269 

19252_1.R1084 

LIB3433-005-Q6-K1-A3 

BLASTX 

g6094049 

557 

5.0e-57 

111 

97 

60S RIBOSOMAL PROTEIN L30 >gi_2 668750 
protein L30 [Zea mays] 



(AF03494 9) ribosomal 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390270 

1926CM..R1084 

g5004858 
BLASTX 
g3193303 
334 

5.0e-31 

98 
64 

(AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



390271 

19276 1.R1084 



49612 



5' -most EST 



LIB3433-005-Q6-K1-C8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390272 

19278_1.R1084 

LIB34 33-005-Q6-K1-D10 

BLASTX 

g2462834 

246 

8.0e-21 

99 
47 

(AF000657) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



390273 

19301JL.R1084 
LIB3433-005-Q6-K1-G4 



Seq. No. 
Contig ID 
5' -most EST 



390274 

19303_1.R1084 
LIB3433-005-Q6-K1-G7 



Seq. No. 

Contig ID 
5 1 -most EST 



390275 

19313_1.R1084 
LIB3433-006-Q6-K6-A2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390276 

19315JL.R1084 

LIB3433-006-Q6-K6-A4 

BLASTX 

g4530509 

169 

2.0e-ll 

69 
55 

(AF124748) putative RNA-binding protein [Larix laricina] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390277 

19318_1.R1084 

LIB3433-006-Q6-K6-A7 

BLASTX 

g4512685 

156 

5.0e-10 

72 
43 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



390278 

19320_1.R1084 
g3764112 



Seq. No. 

Contig ID 
5 T -most EST 



390279 

19322_1.R1084 

LIB34 34-051-P1-K1-C9 
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Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390280 

19323_1.R1084 

LIB3434-058-P1-K1-E7 

BLASTX 

g5302796 

849 

4.0e-91 

228 
70 

(Z97341) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390281 

19335_1.R1084 

g5803391 

BLASTX 

g4544437 

186 

1.0e-13 

66 

52 

(AC006592) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390282 

19336JL.R1084 

LIB3433-006-Q6-K6-C6 

BLASTX 

g4336205 

449 

3.0e-44 

169 

44 

(AF077372) cytochrome b5 reductase [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



390283 

19338_1.R1084 

g2431237 

BLASTX 

g82308 

260 

6.0e-32 

102 

74 



NCBI Description myb protein 308 - garden snapdragon 



Seq. No. 
Contig ID 
5 ' -most EST 



390284 

19350JL.R1084 
uC-osroM202005c04bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



390285 

19351_1.R1084 

g427584 

BLASTX 

g3660467 

282 

1.0e-32 

93 

83 
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NCBI Description (AJ001807) succinyl-CoA-ligase alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 1 -most EST 



390286 

19375_1.R1084 
LIB3434-011-P1-K1-C2 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



390287 

19379_1.R1084 

g 4716844 

BLASTX 

g3461849 

225 

6.0e-18 

61 
62 

(AC005315) putative cytochrome P450 [Arabidopsis thaliana] 
390288 

19384JL.R1084 
uC-osflcyp002d05bl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



390289 

19385_1.R1084 

LIB3434-031-P1-K1-H9 

BLAST N 

g5822827 

47 

3.0e-17 

47 

50 

Oryza sativa dl gene for alpha-subunit of GTP-binding 
protein, dwarf mutant, partial sequence 

390290 

19386_1.R1084 
uC-osroM202032d03bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390291 

19468_1.R1084 

uC-osflcyp02 6g08bl 

BLASTX 

g3193203 

150 

3.0e-09 

133 

32 

(AF067947) similar to triacylgycerol lipases 
[Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



390292 

19468_2.R10£ 

g3762367 

BLASTX 

g443509 

263 

1.0e-22 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



O 

229 
34 

Triacylglyceroi Acylhydrolase (E.C. 3. 1. 1 .3) Complex With 
Diethylphosophate 

390293 

19476J..R1084 
uC-osroM202021d04bl 



Seq. No. 
Contig ID 
5' -most EST 



390294 

19489_1.R1084 
LIB3434-004-P1-K1-E5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390295 

19497JL.R1084 

LIB3433-016-Q6-K6-D12 

BLASTX 

g678547 

432 

2.0e-42 

167 

55 

(L13654) peroxidase [Lycopersicon esculentum] 
390296 

19498JL. R1084 

LIB3434-003-P1-K1-C1 

BLASTX 

g4522009 

357 

9.0e-47 

226 
49 

(AC007069) unknown protein [Arabidopsis thaliana] 
390297 

19505JL.R1084 

g3061188 

BLASTX 

g5679842 

316 

1.0e-58 

191 
74 

(AJ243961) 11332.6 [Oryza sativa] 
390298 

19507_1.R1084 

g2310207 

BLASTX 

g505100 

204 

2.0e-15 

174 
41 

(D31886) KIAA0066 [Homo sapiens] 



49616 



o 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390299 

19513_1.R1084 

LIB34 33-01 6-Q6-K6-E8 

BLASTX 

g4972089 

610 

1.0e-63 

139 
80 

(AL078468) 
thaliana] 



acyl-CoA synthetase-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390300 

19519_1.R1084 

uC-osflcypl53b02bl 

BLASTX 

g4103324 

1211 

1.0e-166 

342 
81 

(AF022716) GDP-mannose pyrophosphorylase [Solanum 
tuberosum] 

390301 

19520_1.R1084 

uC-osflcyp031h07bl 

BLASTX 

g4741931 

561 

1.0e-57 

139 
78 

(AF130975) plasma membrane intrinsic protein [Zea mays] 
390302 

19530JL.R1084 
uC-osrocyp002f04al 

390303 

19531_1.R1084 
g428115 

390304 

19532_1.R1084 
LIB3433-016-Q6-K6-G5 

390305 

19536_1.R1084 

LIB3433-016-Q6-K6-G9 

BLASTX 

g4914331 

626 

8.0e-68 

201 

70 

(AC005489) F14N23.17 [Arabidopsis thaliana] 



49617 



€1 



Seq. No. 


390306 


Contig ID 


19549 1.R1084 


5' -most EST 


g571706 


lxieunoa 


.Dlii-iO 1 A 


NCBI GI 


g2668744 


BLAST score 


804 


E value 


7.0e-86 


Match length 


148 


% identity 


99 


NCBI Description 


(AF03494 6) ubiquitin conjugating enzyme [Zea mays] 


Seq. No. 


390307 


Contig ID 


19563 1.R1084 


5' -most EST 


uC-osflM202086hllal 


Method 


BLASTX 




go D4 jUO O 


BLAST score 


603 


E value 


1.0e-62 


Match length 


179 


% identity 




NCBI Description 


(AF075580) protein phosphatase-2C; PP2C [Mesembrya 




crystallinum] 


Seq. No. 


390308 


Contig ID 


19573 1.R1084 


5 T -most EST 


LIB3433-017-Q6-K1-C5 


Seq. No. 


390309 


Contig ID 


19579 1.R1084 


5 '-most EST 


LIB3433-017-Q6-K1-D11 


Method 




NCBI GI 


g4336205 


BLAST score 


701 


E value 


7.0e-74 


Match length 


148 


% identity 


87 


NCBI Description 


(AF077372) cytochrome b5 reductase [Zea mays] 


Seq. No. 


j yu oiu 


Contig ID 


19583 1.R1084 


5 '-most EST 


LIB3433-017-Q6-K1-D4 


Seq. No. 


390311 


Contig ID 


19592 1.R1084 


5 '-most EST 


g5607401 


Seq. No. 


390312 


Contig ID 


19595 1.R1084 


5 '-most EST 


g3763240 


Method 


BLASTX 


NCBI GI 


g3608481 


BLAST score 


280 


E value 


2.0e-49 


Match length 


136 


% identity 


64 



NCBI Description (AF088913) ribosomal protein L27a [Petunia x hybrida] 



49618 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390313 

19595_2.R1084 

LIB34 34-02 6-P1-K1-F9 

BLASTX 

g3608481 

602 

2.0e-62 

136 
82 

(AF088913) ribosomal protein L27a [Petunia x hybrida] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390314 

19595_3.R1084 

g2427970 

BLASTX 

g3608481 

363 

2.0e-34 

103 
66 

(AF088913) ribosomal protein L27a [Petunia x hybrida] 



Seq. No. 

Contig ID 
5' -most EST 



390315 

19604JL.R1084 
LIB3433-017-Q6-K1-F7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390316 

19609_1.R1084 

LIB3434-027-P1-K1-A12 

BLASTX 

g3927836 

649 

9.0e-68 

150 

79 

(AC005727) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



390317 

19618JL.R1084 
gl632082 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390318 

19628_1.R1084 

LIB3433-018-Q6-K6-A11 

BLASTX 

g2735017 

706 

2.0e-74 

205 
65 

(U82481) KI domain interacting kinase 1 



[Zea mays] 



Seq. No. 
Contig ID 
5' -most EST 



390319 

19634_1.R1084 

g2799820 
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€1 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390320 

19639_1.R1084 

LIB3474-001-P1-K1-D12 

BLASTX 

g5051789 

206 

5.0e-16 

96 

50 

(AL078 637) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390321 

19644_1.R1084 

g4716629 

BLASTX 

g3776557 

209 

6.0e-16 

96 

60 

(AC005388) Contains similarity to gi_2924495 hypothetical 
protein Rvl920 from Mycobacterium tuberculosis genome 
gb_AL022020. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390322 

19673_1.R1084 

g3061240 

BLASTX 

g5091611 

483 

3.0e-48 

194 

64 

(AC007858) Similar to gb_U43629 integral membrane protein 
from Beta vulgaris and is a member of the sugar transporter 
family PF_00083. ES [Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390323 

19676_1.R1084 

g3768416 

BLASTX 

g3550519 

171 

3.0e-19 

80 
61 

(AJ007 630) oxygenase 



[Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



390324 

19693_1.R1084 

g4714239 
BLASTX 
g4309884 
326 

3.0e-30 

92 

63 



49620 



o 



NCBI Description 



(AC006389) similar to Schizosaccharomyces pombe splicing 
factor; similar to PID: 3395591 [Homo sapiens] 
>gi_5919157_gb_AAD56232.1_AF182294_l (AF182294) U6 
snRNA-associated Sm-like protein LSm8 [Homo sapiens] 



Seq. No. 


390325 


Contig ID 


19694 1.R1084 


5 '-most EST 


g701318 


Method 


BLASTX 


NCBI GI 


g3281853 


BLAST score 


911 


E value 


2.0e-98 


Match length 


231 


% identity 


81 


NCBI Description 


(AL031004) putative protein [Arabidopsis thaliana] 


Seq. No. 


390326 


Contig ID 


19698 1.R1084 


5' -most EST 


LIB3433-018-Q6-K6-H8 


Metnoa 


BLASTX 


NCBI GI 


g2493046 


BLAST score 


530 


E value 


6.0e-54 


Match length 


133 


% identity 


77 


NCBI Description 


ATP SYNTHASE DELTA' CHAIN, MITOCHONDRIAL PRECURSOR 




>gi_822 97_pir A41740 H+-transporting ATP synthase (EC 




3.6.1.34) delta 1 chain precursor - sweet potato 




>gi_217 938_dbj_BAA01511_ (D10660) mitochondrial Fl-ATPas< 




delta subunit [Ipomoea batatas] 


Seq. No. 


390327 


Contig ID 


19714 1.R1084 


5 '-most EST 


LIB34 33-002-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


g5803242 


BLAST score 


45 


E value 


7.0e-16 


Match length 


122 


% identity 


30 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone : P0535G04 


Seq. No. 


390328 


Contig ID 


19747 1.R1084 


5 '-most EST 


LIB3433-002-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4406810 


BLAST score 


521 


E value 


1.0e-52 


Match length 


139 


% identity 


65 


NCBI Description 


(AC006201) unknown protein [Arabidopsis thaliana] 


Seq. No. 


390329 


Contig ID 


19789 1.R1084 


5 '-most EST 


uC-osrocyp031b09bl 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2739366 
343 

4.0e-33 

198 

44 

(AC002505) SF16 like protein [Arabidopsis thaliana] 
390330 

19849JL. R1084 

g426916 

BLASTX 

gl732511 

351 

9.0e-57 

163 
69 

(U62742) Ran binding protein 1 homolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5.' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



390331 

19867JL.R1084 
g4716279 

390332 

19873_1.R1084 

LIB3434-064-P1-K1-F8 

BLASTX 

g2196466 

692 

6.0e-73 

205 
64 

(Y13673) TATA binding protein-associated factor 
[Arabidopsis thaliana] 

390333 

19884_1.R1084 

LIB3434-064-P1-K1-H1 

BLASTX 

g4220527 

658 

7.0e-69 

219 

58 

(AL035356) putative protein [Arabidopsis thaliana] 
390334 

19887_1.R1084 
LIB3434-064-P1-K1-H2 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 



390335 

19899_1.R1084 
g568894 

390336 

19919_1.R1084 
LIB3434-065-P1-K1-D12 
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o 



Seq. No. 


390337 


Contig ID 


19926 1.R1084 


5' -most EST 


g568738 


Method 


BLAb 1 A 


NCBI GI 


gl885310 


BLAST score 


1400 


E value 


1.0e-155 


Match length 


269 


% identity 


94 


NCBI Description 


(X91659) Endoxyloglucan transferase (EXT) [Hordeum vulgare] 


Seq. No. 


390338 


Contig ID 


19933 1.R1084 


5 1 -most EST 


uC-osflcyp014e07bl 


Method 


BLASTX 


NCBI GI 


g2129740 


BLAST score 


318 


E value 


1.0e-28 


Match length 


/ 0 


% identity 


79 


NCBI Description 


small nuclear ribonucleoprotein - Arabidopsis thaliana 




>gi 2129756 pir S71411 Ul snRNP 70K protein - Arabidopsis 




thaliana >gi_1255711 (M93439) small nuclear 




ribonucleoprotein [Arabidopsis thaliana] >gi 13544 69 




(U52909) Ul snRNP 70K protein [Arabidopsis thaliana] 


Seq. No. 


390339 


Contig ID 


19937 2.R1084 


5' -most EST 


LIB3434-065-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2827544 


BLAST score 


459 


E value 


7.0e-46 


Match length 


123 


% identity 


72 


NCBI Description 


(AL021635) HSP associated protein like [Arabidopsis 




thaliana] 


Seq. No. 


390340 


Contig ID 


19944 1.R1084 


5 '-most EST 


uC-osflcypl27d04al 


Method 


BLASTX 


NCBI GI 


g4835765 


BLAST score 


254 


E value 


1.0e-21 


Match length 


54 


% identity 


83 


NCBI Description 


(AC007202) Is a member of the PF 00171 aldehyde 




dehydrogenase family. ESTs gb_T21534, gb_N65241 and 




gb_AA395614 come from this gene. [Arabidopsis thaliana] 


Seq. No. 


390341 


Contig ID 


19982 1.R1084 


5 1 -most EST 


g428445 



Seq. No. 390342 
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# 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19988_1.R1084 

uC-osflM202080hl0bl 

BLASTX 

gl839188 

576 

5.0e-59 

198 

59 

(U86081) root hair defective 3 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390343 

19990_1.R1084 

LIB3434-047-P1-K1-C1 

BLASTX 

g5295968 

631 

4 .0e-67 

141 

97 

(AB026295) ESTs C19441 (E10423 ) , C99201 (E10423 ) correspond to 
a region of the predicted gene.; hypothetical protein 
[Oryza sativa] 



Seq. No. 

Contig ID 
5' -most EST 



390344 

19998_1.R1084 

LIB34 34-04 7-P1-K1-CE 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



390345 

20000_1.R1084 

LIB3434-047-P1-K1-D10 

BLASTX 

g6041807 

221 

8.0e-18 

58 
69 

(AC009755) unknown protein [Arabidopsis thaliana] 
390346 

20007_1.R1084 
LIB3434-047-P1-K1-D8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390347 

20009JL.R1084 

g2312312 

BLASTX 

gl35641 

372 

3.0e-35 

177 

58 

TRANSCRIPTION INITIATION FACTOR TFIID-1 (TATA-BOX FACTOR 1) 
(TATA SEQUENCE-BINDING PROTEIN 1) (TBP-1) 

>gi_283028_pir S23522 transcription initiation factor IID 

- wheat >gi_21875_emb_CAA4 2531_ (X59874) TATA binding 
protein (TFIID) [Triticum aestivum] 



49624 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390348 

20015_1.R1084 

LIB3434-047-P1-K1-E6 

BLASTX 

g2570505 

1085 

1.0e-119 

239 

93 

(AF022735) proteasome component 
390349 

20016_1.R1084 
g4714071 



390350 

20019_1.R1084 

g286597 

BLASTX 

g2811026 

314 

1.0e-28 

80 
76 

TCP1-CHAPERONIN COFACTOR A 



[Oryza sativa] 



HOMOLOG >gi_1946375 (U93215) 
TCPl-chaperonin cofactor A isolog [Arabidopsis thaliana] 
>gi_2347204 (AC002338) TCPl-chaperonin cofactor A isolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 



390351 

20023JL.R1084 

LIB34 34-04 7-P1-K1-F2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390352 

20023_2.R1084 

g2431284 

BLASTX 

g2494842 

239 

4.0e-20 

89 

51 

GLUCOSYLTRANSFERASE ALG6 >gi_2 13117 l_pir S61985 ALG6 

protein - yeast (Saccharomyces cerevisiae) >gi_1150997 
(U43491) hypothetical protein UNA544 [Saccharomyces 
cerevisiae] >gi_1420090_emb__CAA99190_ (Z74910) ORF YOR002w 
[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



390353 

20027_1.R1084 

LIB3434-059-P1-K1-F11 

BLASTX 

g3153889 

755 

5.0e-80 

301 

53 



49625 



NCBI Description (AF065444) root iron transporter protein [Pisum sativum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390354 

20032_1.R1084 

LIB3434-047-P1-K1-G10 

BLASTX 

g2655888 

873 

1.0e-103 

351 

23 

{AL009171) 62D9.a [Drosophila melanogaster] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



390355 

20040_1.R1084 
g571853 

390356 

20049JL.R1084 

g3548936 

BLASTX 

gl877279 

952 

1.0e-107 

388 
53 

(Z92770) fadE2 [Mycobacterium tuberculosis] 



Seq. No. 
Contig ID 
5* -most EST 



390357 

20052_1.R1084 
uC-osflcypl74bllal 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390358 

20063JL.R1084 

uC-osrocyp005e06bl 

BLASTX 

gl352057 

223 

6.0e-18 

97 

45 

AUXIN-INDUCED PROTEIN IAA4 >gi_62 9633_pir S39075 

auxin-induced protein - garden pea >gi__414181_emb_CAA48297_ 
(X68215) auxin-induced protein [Pisum sativum] 



Seq. No. 

Contig ID 
5 '-most EST 



390359 

20069_1.R1084 
uC-osrocyp015f 08bl 



Seq. No. 

Contig ID 
5 '-most EST 



390360 

20070_1.R1084 
g2801149 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



390361 

20079_1.R1084 
LIB3434-04 8-P1-K1-C7 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4633656 
89 

2.0e-10 

141 
41 

(AF123263) phenylalanyl tRNA synthetase beta subunit [Mus 
musculus] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390362 

20084_1.R1084 
uC-osrocyp002dl2bl 

390363 

20087JL.R1084 

LIB3434-016-P1-K1-E12 

BLASTX 

gl402918 

223 

3.0e-18 

59 
64 

(X98320) peroxidase [Arabidopsis thaliana] 
>gi_1429215_emb_CAA67310_ (X98774) peroxidase ATP6a 
[Arabidopsis thaliana] 

390364 

20088__1.R1084 

g2311979 

BLASTN 

g6041757 

140 

3.0e-72 

234 

91 

Genomic Sequence For Oryza sativa Clone 10P20, Lemont 
Strain, Complete Sequence, complete sequence 



Seq. No. 

Contig ID 
5 '-most EST 



390365 

20089_1.R1084 
LIB3434-048-P1-K1-D5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390366 

20091JL.R1084 

LIB3434-048-P1-K1-D7 

BLASTX 

g927428 

851 

2.0e-91 

310 
71 

(X86733) fisl [Linum usitatissimum] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



390367 

20096_1.R1084 

LIB3434-048-P1-K1-E11 

BLASTX 

g2853097 



49627 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178 

2.0e-12 

95 
43 

(AL0217 67) hypothetical protein [Schizosaccharomyces pombe] 
390368 

20101_1.R1084 

LIB3434-010-P1-K1-D7 

BLASTX 

g3080389 

428 

7.0e-42 

139 
61 

(AL022 603) putative membrane associated protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390369 

20117_1.R1084 
g2442337 

390370 

20118JL.R1084 

g2428524 

BLASTX 

g2462834 

197 

2.0e-19 

135 
41 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
390371 

20118_2.R1084 

LIB3434-048-P1-K1-G11 

BLASTX 

g587566 

789 

1.0e-146 

376 
69 

(X80237) mitochondrial processing peptidase [Solanum 
tuberosum] 

390372 

20121_1.R1084 

LIB34 34-04 8-P1-K1-G3 

BLASTX 

gl346771 

235 

2.0e-21 

73 
75 

PHOSPHOENOLPYRUVATE CARBOXYKINASE [ATP] 

>gi_1086117__pir S52988 phosphoenolpyruvate carboxykinase 

(PCK1) - Urochloa panicoides >gi_607752 (U09241) 



49628 



phosphoenolpyruvate carboxykinase [Urochloa panicoides] 

Seq. No. 390373 

Contig ID 20135_1 .R1084 

5 1 -most EST LIB3434-048-P1-K1-H5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



390374 

20139_1.R1084 

LIB3434-048-P1-K1-H9 

BLASTX 

g3297823 

95 

9.0e-09 

43 
70 

(AL031032) putative protein [Arabidopsis thaliana] 
390375 

20140_1.R1084 

uC-osrocyp014b09bl 

BLASTX 

g4455194 

257 

6.0e-22 

67 

70 

(AL035440) putative protein [Arabidopsis thaliana] 
390376 

20144_1.R1084 

g702387 

BLASTX 

g5823556 

678 

4.0e-71 

286 
43 

(AF181096) ferric leghemoglobin reductase [Vigna 
unguiculata] 

390377 

20149_1.R1084 
g2427242 

390378 

20151_1.R1084 
LIB3434-039-P1-K1-D2 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



390379 

20156JL.R1084 

LIB3434-049-P1-K1-B6 

BLASTX 

g4585988 

752 

5.0e-80 

184 

78 
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II 



NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005287) Similar to phosphoprotein phosphatase 2A 
regulatory subunit [Arabidopsis thaliana] 

390380 

20158_1.R1084 

g701858 

BLASTX 

g5091611 

1006 

1.0e-109 

218 
93 

(AC007858) Similar to gb_U43629 integral membrane protein 
from Beta vulgaris and is a member of the sugar transporter 
family PF_00083. ES [Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 f -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



390381 

20167_1.R1084 

LIB3434-04 9-P1-K1-C6 

BLASTX 

g5777624 

832 

7.0e-94 

252 
83 

(AJ245900) CAA303712.1 protein [Oryza sativa] 
390382 

20167_2.R1084 

g4878206 

BLASTX 

g5777627 

820 

1.0e-121 

228 
96 

(AJ245900) CAA303715.1 protein [Oryza sativa] 
390383 

20167_3.R1084 

g3767945 

BLASTX 

g5777625 

483 

1.0e-48 

136 

79 

(AJ245900) CAA303713.1 protein [Oryza sativa] 
390384 

20184JL.R1084 

LIB3434-04 9-P1-K1-E12 

BLASTX 

g6069648 

212 

6.0e-17 

117 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37 

(AP000616) ESTs 

AU078644 (E0685) , C72841 (E2351) ,AU078645 (E0685) , 
AU030746 (E60179) correspond to a region of the predicted 
gene.; similar to Arabidopsis thaliana BAC F1104; similar 
to Medicago truncatula MtN21 (AF096370) [Oryza 

390385 

20200_1.R1084 

g4878207 

BLASTX 

g4204304 

227 

4 .0e-34 

159 

54 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 T -most EST 



390386 

202Q4_1.R1084 
uC-osflM20204 6h09bl 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390387 

20214_1.R1084 
g2798679 

390388 

20214_2.R1084 
g2275989 

390389 

20227JL.R1084 

uC-osflcyp081g07bl 

BLASTX 

g3894158 

239 

7.0e-20 

158 

41 

(AC005312) similar to phloem-specific lectin [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390390 

20228_1.R1084 

uC-osflcyp064a05bl 

BLASTX 

g4406775 

187 

1.0e-13 

178 

33 

(AC006836) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



390391 

20233_1.R1Q84 
LIB3434-058-P1-K1-A4 
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Method 


BLASTX 


NCBI GI 


g3096918 


BLAST score 


257 


T? 1 np 

J— i V Ct _L LiC 


4 . Oe-22 


Match length 


112 


% identity 


54 


NCBI Description 


(AL023094) putative cyclase associated prote: 




[Arabidopsis thaliana] >gi_3169136_dbj_BAA28' 




Atcapl [Arabidopsis thaliana] 


Seq. No. 


390392 


Contig ID 


20235 1.R1084 


5 '-most EST 


LIB3434-058-P1-K1-A6 


Method 


BLASTX 




y o / o o u 


BLAST score 


254 


E value 


2.0e-21 


Match length 


64 


% identity 


73 


NCBI Description 


(AC005727) unknown protein [Arabidopsis thai. 


Seq. No. 


390393 


Contig ID 


20240 1.R1084 


5' -most EST 


LIB34 34-058-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4240031 


BLiAbi score 




E value 


2.0e-32 


Match length 


119 


% identity 


55 


NCBI Description 


x o 4± z z ) uviJA Dinamg zmc imger protein \ 




sativum] 


Seq. No. 


390394 


uonLig iJJ 


OC\0 A 1 1 T>1 C\Q A 
ZUZ41 l.KlUo4i 


5 '-most EST 


g3768853 


Seq. No. 


390395 


Contig ID 


20242 1.R1084 


5 '-most EST 


g427815 


Seq. No. 


390396 


Contig ID 


20262 1.R1084 


5' -most EST 


g4714256 


Method 


BLASTX 






BLAST score 


222 


E value 


1.0e-17 


Match length 


88 


% identity 


66 


NCBI Description 


(AJ007829) lacZ' [Cloning vector pGreen] 


Seq. No. 


390397 


Contig ID 


20266 1.R1084 


5' -most EST 


LIB34 34-058-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3258570 



CAP 

L (AB014759) 



[Pisum 
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BLAST score 


197 


E value 


9.0e-17 


Match length 


94 


% identity 


73 


NCBI Description 


(U8 9959) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


390398 


Contig ID 


20268 1.R1084 


5 '-most EST 


uC-osflcypl21f03bl 


Method 


BLASTX 




goo lOoio 


BLAST score 


664 


E value 


2.0e-69 


Match length 


166 


% identity 


76 


NCBI Description 


(AC005313) unknown protein [Arabidopsis thaliana] 


Seq. No. 


390399 


Contig ID 


20270 1.R1084 


5 '-most EST 


LIB3434-052-P1-K1-D1 


Method 


BLASTX 


NCBI bl 


gZ O DUU40 


BLAST score 


127 


E value 


3.0e-09 


Match length 


49 


% identity 


3D 


NCBI Description 


(AC002340) unknown protein [Arabidopsis thaliana] 


Seq. No. 


390400 


Contig ID 


20276 1.R1084 


5 '-most EST 


g2310998 


Seq. No. 


390401 


Contig ID 


20279 1.R1084 


5 '-most EST 


LIB3434-007-P1-K1-A11 


Method 


BLASTX 


JNILbl bl 


PfOQOC lOI 


BLAST score 


1013 


E value 


1.0e-lll 


Match length 


237 


% identity 


80 


NCBI Description 


(AC004557) F17L21.24 [Arabidopsis thaliana] 


Seq. No. 


390402 


Contig ID 


20288 1.R1084 


5 '-most EST 


LIB3434-058-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4588012 


rSLA.b i score 




E value 


2.0e-30 


Match length 


100 


% identity 


69 


NCBI Description 


(AF085717) putative callose synthase catalytic subunit 




[Gossypium hirsutum] 


Seq. No. 


390403 


Contig ID 


20297^1. R1084 
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5' -most EST 



LIB3434-058-P1-K1-G11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390404 

20303JL.R1084 

LIB3434-058-P1-K1-G7 

BLASTX 

g4585991 

261 

3.0e-22 

170 

46 

(AC005287) very similar to mouse Dhml and Dhm2 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



390405 

20304JL.R1084 

LIB3434-058-P1-K1-G8 

BLASTX 

g5731259 

624 

5.0e-65 

170 

74 

(AF166351) alanine : glyoxylate aminotransferase 2 homolog 
[Arabidopsis thaliana] 

390406 

20310JL.R1084 

uC-osflm202107el0bl 

BLASTX 

g3249070 

662 

3.0e-69 

248 

61 

(AC004 473) Contains similarity to siah binding protein 1 
(SiahBPl) gb_U51586 from Homo sapiens. ESTs gb_T43314, 
gb_T43315 and gb_R90521, gb_T75905 [Arabidopsis thaliana] 

390407 

20314_1.R1084 

LIB3434-058-P1-K1-H7 

BLASTN 

g5091496 

175 

2.0e-93 

522 
97 

Oryza sativa genomic DNA, chromosome 6, clone P0 680A03, 
complete sequence 

390408 

20319_1.R1084 

uC-osflcyp087fllal 

BLASTX 

g2109293 

240 
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E value 
Match length 
% identity 
NCBI Description 



5.0e-20 

74 

69 

(U97568) serine/threonine protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390409 

20328_1.R1084 

uC-osrocyp033b04bl 

BLASTX 

g4415931 

395 

8.0e-38 

188 

43 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053.1__AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



390410 

20344_2.R1084 
g428691 



Seq. No. 

Contig ID 
5 '-most EST 



390411 

20358JL.R1084 
uC-osroM202004cl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390412 

20359_1.R1084 

LIB3434-059-P1-K1-D9 

BLASTX 

g4262236 

162 

1.0e-14 

83 
59 

(AC006200) putative ribose 5-phosphate isomerase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



390413 

20365_1.R1084 

LIB3434-052-P1-K1-H4 

BLASTX 

g2281100 

327 

3.0e-30 

152 

43 

(AC002333) 
thaliana] 



LecRKl protein kinase isolog [Arabidopsis 



390414 

20366_1.R1084 

g4716706 
BLASTX 
gl519680 
147 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-09 

62 

37 

(U67953) contains similarity to C3HC4-class zinc finger 
(PS:PS00518) [Caenorhabditis elegans] 

390415 

20375JL.R1084 

g2310758 

BLASTX 

gl31772 

567 

4.0e-58 

132 
89 

40S RIBOSOMAL PROTEIN S14 (CLONE MCH1) 

>gi_82723_pir A30097 ribosomal protein S14 (clone MCH1) 

maize 





Seq. No. 


390416 




Contig ID 


20375 5.R1084 


y * 


5 ? -most EST 


uC-osflcypl25a04bl 




Seq. No. 


390417 




Contig ID 


20402 1.R1084 




5' -most EST 


LIB34 34-060-P1-K1-A3 


ir ; ' 


Method 


BLASTX 


ff 


NCBI GI 


g4235430 




BLAST score 


229 




E value 


7.0e-19 




Match length 


72 




% identity 


64 




NCBI Description 


(AF098458) latex-abundant ; 




Seq. No. 


390418 




Contig ID 


20405 1.R1084 




5 1 -most EST 


LIB34 34-060-P1-K1-A6 




Method 


BLASTX 




NCBI GI 


g2384696 




BLAST score 


144 




E value 


1.0e-08 




Match length 


67 




% identity 


46 




NCBI Description 


(AF013216) acyl-CoA oxidase 




Seq. No. 


390419 




Contig ID 


20409 1.R1084 




5 1 -most EST 


g2428985 




Method 


BLASTX 




NCBI GI 


g2995380 




BLAST score 


475 




E value 


3.0e-47 




Match length 


109 




% identity 


83 




NCBI Description 


(AJ001903) thioredoxin H [' 




Seq. No. 


390420 



49636 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



20415_1.R1084 
uC-osflcyp099ellbl 

390421 

20430_1.R1084 

LIB3434-060-P1-K1-D10 

BLASTX 

g4929751 

202 

1.0e-15 

98 

42 

(AF151899) CGI-141 protein [Homo sapiens] 
390422 

20432_2.R1084 
uC-osflcypl77fl2bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



390423 

20435_1.R1084 
uC-osflcyp009f03bl 

390424 

20445JL.R1084 
LIB3434-060-P1-K1-E5 



Seq. No. 
Contig ID 
5' -most EST 



390425 

20447_1.R1084 
LIB3477-007-P1-K1-D4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



390426 

20447_2.R1084 

gl854277 

BLASTN 

g3402815 

47 

9.0e-17 

60 

93 

Cloning Vector pGreen 
390427 

20462_2.R1084 

g701301 

BLASTX 

g3298540 

367 

6.0e-35 

116 
63 

(AC004 681) unknown protein [Arabidopsis thaliana] 
390428 

20468_1.R1084 
g286662 



Seq. No. 



390429 



49637 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20468_2.R1084 
uC-osrocyp025f 03al 

390430 

20469JL.R1084 

uC-osflcypl21gllbl 

BLASTX 

g4584525 

681 

9.0e-72 

162 
75 

(AL049607) 
thaliana] 



protein phosphatase 2C-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



390431 

20474_1.R1084 

LIB3434-060-P1-K1-H10 

BLASTX 

g4191789 

599 

4.0e-62 

162 

77 

(AC005917) putative transmembrane transport protein 
[Arabidopsis thaliana] 

390432 

20480_1.R1084 
uC-osflcyp08 6dl0bl 

390433 

20494_1.R1084 
g2310914 

390434 

20494_2.R1084 
g568015 

390435 

20494J3.R1084 

g2310925 

390436 

20494_5.R1084 
g568182 

390437 

20494_6.R1084 
g2312843 

390438 

20502_1.R1084 

g2797417 

BLASTX 

g2493053 

299 



49638 





E Value 






Match length 


62 




% identity 


87 




NCBI Description 


ATP SYNTHASE EPSILON CHAIN, MITOCHONDRIAL >gi_639793 






(L39120) mitochondrial FIFO ATP synthase epsilon subunit 






[Zea mays] 




Seq. No. 


390439 




Contig ID 


20503 1.R1084 




5 T -most EST 


uC-osflcypll2bl0bl 




Method 


BLASTX 




i\uts± OO- 


rr9 Qft OA R fi 
y Z -70 Z ft D 0 




BLAST score 


220 




E value 


7.0e-23 




Match length 


105 




% identity 


55 




NCBI Description 


(AL022223) putative protein [Arabidopsis thaliana] 




Seq. No. 


390440 




Contig ID 


20505 1.R1084 




5 '-most EST 


g701888 


:: s s 


Method 


BLASTX 




NCBI GI 


g3327957 


sirs 


BLAST score 


160 




E value 


Q (lei— 1 9 

o . ue ±z 




Match length 


77 




% identity 


51 


ffl 


NCBI Description 


(AF060490) TLS-associated protein TASR-2 [Mus musculus] 






>gi_3327976 (AF067730) TLS-associated protein TASR-2 [Homo 


S 2 




sapiens] 




Seq. No. 


390441 


M: 


Contig ID 


20519 1.R1084 




5' -most EST 


uC-osflM202014e05bl 




Method 


BLASTX 


o 




rrl Q99 9 A 9 

gi yzzz 4 z 




BLAST score 


206 




E value 


4.0e-16 




Match length 


57 




% identity 


1 U 




NCBI Description 


(Y10084) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


390442 




Contig ID 


20524 1.R1084 




5' -most EST 


LIB3434-062-P1-K1-E10 




Seq. No. 


390443 




Contig ID 


20528 1.R1084 




5 1 -most EST 


g3107614 




Method 


BLASTN 




NCBI GI 


g2280517 




BLAST score 


70 




E value - 


1.0e-30 




Match length 


73 




% identity 


99 




NCBI Description 


Nicotiana tabacum mRNA for BYJ15, partial cds 



49639 



Seq. No. 


390444 


Contig ID 


20538 2.R1084 


5 '-most EST 


LIB3475-002-P1-K2-D10 


Method 


BLASTX 




go oz yjoo 


BLAST score 


149 


E value 


2.0e-09 


Match length 


52 


% identity 


56 


NCBI Description 


(AF031244) nodulin-like protein [Arafoidopsis thaliana; 


Seq. No. 


390445 


Contig ID 


20556 1.R1084 


5 1 -most EST 


g572429 


Method 


BLASTX 






BLAST score 


482 


E value 


3.0e-48 


Match length 


118 


% identity 


76 


NCBI Description 


(AC0054 96) unknown protein [Arabidopsis thaliana] 


Seq. No. 


390446 


Contig ID 


20557 1.R1084 


5 '-most EST 


LIB3434-062-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


gio4 0 / u u 


BLAST score 


285 


E value 


2.0e-25 


Match length 


103 


% identity 


c 1 


NCBI Description 


(X98804) peroxidase ATP18a [Arabidopsis thaliana] 


Seq. No. 


390447 


Contig ID 


20560 1.R1084 


5 ' -most EST 


uC-osflm202113f0 6bl 


Seq. No. 


390448 


Contig ID 


20561 1.R1084 


5' -most EST 


g2317560 


Method 


BLASTX 


NCBI GI 


gl480078 


BLAST score 


604 


E value 




Match length 


124 


% identity 


89 


NCBI Description 


(X99696) shaggy-like protein kinase iota [Arabidopsis 




thaliana] >gi_2444277_gb_AAB71545 . 1_ (AF019927) 




GSK3/shaggy-like protein kinase [Arabidopsis thaliana 


Seq. No. 


390449 


Contig ID 


20568 1.R1084 


5 '-most EST 


LIB3434-043-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g5732701 


BLAST score 


226 


E value 


3.0e-18 



49640 



4) 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 
62 

(AF159386) thioredoxin-like protein [Secale cereale] 
390450 

20572JL.R1084 

LIB3434-043-P1-K1-B11 

BLASTX 

g4587518 

1235 

1.0e-136 

346 
73 

(AC007060) Strong similarity to F19I3.8 gi_3033381 putative 
UDP-galactose-4-epimerase from Arabidopsis thaliana BAC 
gb_AC004238 and is a member of PF_01370 the NAD dependent 
epimerase/dehydratase family. EST gb_AA59 



Seq. No. 


390451 


Contig ID 


20575 1.R1084 


5 '-most EST 


LIB3434-043-P1-K1-B4 


Seq. No. 


390452 


Oontig ID 


ZOooo 1.R1084 


5 1 -most EST 


g2427763 


Method 


BLASTX 


NCBI GI 


g295355 


BLAST score 


235 


E value 


1.0e-19 


Match length 


121 


% identity 


44 


NCBI Description 


(L13653) peroxidase [Lycopersicon esculentum] 


Seq. No. 


390453 


Contig ID 


20586 1.R1084 


5' -most EST 


LIB3434-043-P1-K1-C4 


Seq. No. 


390454 


Contig ID 


20589 1.R1084 


5' -most EST 


g3760793 


Method 


BLASTX 


NCBI GI 


g4490704 


BLAST score 


411 


E value 


7.0e-40 


Match length 


111 


% identity 


74 


NCBI Description 


(AL035680) putative protein [Arabidopsis thaliana] 


Seq. No. 


390455 


Contig ID 


20594 1.R1084 


5 '-most EST 


LIB3434-043-P1-K1-D2 


Seq. No. 


390456 


Contig ID 


20595 1.R1084 


5 T -most EST 


LIB3434-008-P1-K1-E9 


Seq. No. 


390457 



49641 



Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20597JL.R1084 

LIB3434-04 3-P1-K1-D6 

BLASTX 

g6016876 

464 

6.0e-46 

116 

100 

(AP000570) ESTs C99053 (E4383) , C99052 (E4383) correspond to a 
region of the predicted gene.; Similar to putative RNA 
helicase. (AC005309) [Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 



390458 

20600JL.R1084 
g2428942 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390459 
20602JL 
LIB3434 
BLASTX 
g5391446 
159 

1.0e-10 

59 

32 

(AF031471 



R1084 

043-P1-K1-E10 



pollen allergen [Juniperus oxycedrus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390460 

20610_1.R1084 

g426104 

BLASTX 

gl076316 

171 

8.0e-12 

85 
38 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi_469110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



390461 

20611_1-R1084 
LIB3434-043-P1-K1-E8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390462 

20612_1.R1084 

LIB3434-043-P1-K1-E9 

BLASTX 

g4432855 

248 

2.0e-24 

114 

59 

(AC006300) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 



390463 

20625 1.R1084 



49642 



5' -most EST 



LIB3434-043-P1-K1-G10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390464 

20626_1.R1084 

uC-osflcypl22d07bl 

BLASTX 

g466172 

678 

4.0e-71 

137 

96 

GTP-BINDING PROTEIN YPTM2 >gi_283056_pir B38202 ypt family 

- maize >gi_287835_emb_CAA44 919_ (X63278) yptm2 [Zea mays] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390465 

20626_3.R1084 

g427739 

BLASTX 

g466172 

524 

2.0e-62 

128 

98 

GTP-BINDING PROTEIN YPTM2 >gi_283056__pir_ 
- maize >gi_287835_emb_CAA44 919_ (X63278) 



B38202 ypt family 
yptm2 [Zea mays] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390466 

20626_J.R1084 

g3763506 

BLASTX 

g4586580 

391 

7.0e-38 

76 

100 

(AB024994) rab-type small GTP-binding protein [Cicer 
arietinum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



390467 

20631JL.R1084 

LIB3434-043-P1-K1-G5 

BLASTX 

g4539423 

1295 

1.0e-152 

366 

74 

(AL04 9171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 

390468 

20636_1.R1084 

LIB3434-043-P1-K1-H12 

BLASTX 

g4337175 

230 

7.0e-19 



49643 



Match length 

% identity 

NCBI Description 



129 
41 

(AC006416) 
gb_T04111, 
gb_R90004, 



ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 



gb_AA720210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


390469 


Contig ID 


20639 1.R1084 


5 '-most EST 


LIB3434-043-P1-K1-H7 


Method 


BLASTN 


NCBI GI 


gl9006 


BLAST score 


43 


E value 


1.0e-14 


Match length 


98 




Q1 


NCBI Description 


H.vulgare ids-1 mRNA 


Seq. No. 


390470 


contig iJJ 




5' -most EST 


gl632229 


Method 


BLASTX 


NCBI GI 


g5091555 


BLAST score 


489 


E value 


6.0e-49 


Match length 


129 


% identity 


74 


NCBI Description 


(AC007067) T10O24.24 


Seq. No. 


390471 






5' -most EST 


LIB3434-044-P1-K1-A2 


Seq. No. 


390472 


tontig iJJ 




5' -most EST 


LIB3434-04 4-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4662633 


£3j_iH.o i score 


1 JO 


E value 


2.0e-10 


Match length 


79 


% identity 


44 


NCBI Description 


(AC007267) hypotheti. 


Seq. No. 


390473 


Contig ID 


20671 1.R1084 


5" -most EST 


g4715434 


Seq. No. 


390474 


Contig ID 


20672 1.R1084 


5' -most EST 


uC-osflcypl25b06bl 


Seq. No. 


390475 


Contig ID 


20678 1.R1084 


5 1 -most EST 


g4878938 


Method 


BLASTX 


NCBI GI 


g3037045 



[Arabidopsis thaliana] 



49644 



BLAST score 


158 


E value 


5.0e-10 


Match length 


121 


% identity 


30 


NCBI Description 


(AF052621) hypothetical prote: 


Seq. No. 


390476 


Contig ID 


20679 1.R1084 


5 '-most EST 


LIB3434-044-P1-K1-D2 


Method 


BLASTX 


HPRT {IT 

In \^ n> jl ox 




BLAST score 


624 


E value 


7.0e-65 


Match length 


201 


% identity 


63 


NCBI Description 


(U51192) peroxidase precursor 


Seq. No. 


390477 


Contig ID 


20680 1.R1084 


5' -most EST 


LIB3434-044-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl854378 


dLiAo! score 


£9fl 
uZU 


E value 


5.0e-75 


Match length 


182 


% identity 


79 


NCBI Description 


(AB001338) Sucrose-Phosphate ; 




of ficinarum] 


Seq. No. 


390478 


Contig ID 


20685 1.R1084 


5' -most EST 


LIB3434-035-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4587525 


BLAST score 


328 


E value 


3.0e-31 


Match length 


144 


% identity 


56 



NCBI Description 



(AC007060) Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



390479 

20688_1.R1084 

LIB34 34-04 1-P1-K1-E1 



Seq. No. 
Contig ID 
5 '-most EST 



390480 

20689_1.R1084 
LIB3434-044-P1-K1-E2 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



390481 

20702_1.R1084 

LIB3434-044-P1-K1-F3 

BLASTX 

g6091742 

534 



49645 



E value 
Match length 
% identity 
NCBI Description 



3.0e-54 

159 
69 

(AC010797) 
thaliana] 



putative ribosome recycling factor [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



390482 

20710JL.R1084 

g2800230 

BLASTX 

g2252863 

414 

2.0e-40 

190 

34 

(AF013294) similar to nucleolin protein [Arabidopsis 
thaliana] 

390483 

20712JL.R1084 

uC-osroM202019dl2bl 

BLASTX 

g4490736 

592 

7.0e-61 

225 
41 

(AL035708) putative protein [Arabidopsis thaliana] 
390484 

20714_1.R1084 

g568616 

BLASTX 

g3822036 

306 

1.0e-40 

193 

52 

(AF072326) endo-1, 3-1, 4-beta-D-glucanas'e [Zea mays] 
390485 

20719JL.R1084 
LIB3434-044-P1-K1-G9 

390486 

20720_1.R1084 

uC-osflcyp081e04bl 

BLASTX 

g2565436 

426 

8.0e-42 

90 

92 

(AF028842) DegP protease precursor [Arabidopsis thaliana] 
390487 

20721 1.R1084 



49646 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3434-044-P1-K1-H10 

BLASTX 

gl871194 

207 

4.0e-16 

136 
43 

(U90439) DNA binding protein isolog [Arabidopsis thaliana] 
>gi_2335092 (AC002339) putative DNA binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390488 

20723_1.R1084 

LIB3434-010-P1-K1-H3 

BLASTN 

g2149018 

42 

8.0e-14 

54 

94 

Oryza sativa putative ADP-glucose pyrophosphorylase subunit 
SH2 and putative NADPH-dependent reductase Al genes, 
complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390489 

20725JL.R1084 

LIB3434-044-P1-K1-H3 

BLASTX 

g2911042 

457 

2.0e-60 

166 
73 

(AL021961) Phosphoglycerate dehydrogenase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390490 

20725_2.R1084 

g4879735 

BLASTX 

g2911042 

397 

2.0e-38 

128 

64 

(AL021961) Phosphoglycerate dehydrogenase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



390491 

20725_3.R1084 

uC-osflcypl69a08bl 

BLASTX 

g2911042 

552 

2.0e-62 

174 

78 



49647 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 



(AL021961) Phosphoglycerate dehydrogenase - like protein 
[Arabidopsis thaliana] 

390492 

20729_1.R1084 

LIB3434-04 4-P1-K1-H7 

BLASTX 

g5911167 

378 

3.0e-36 

124 

52 

(AF136221) putative transposase protein [Zea mays] 
390493 

20736JL.R1084 
LIB3434-018-P1-K1-C3 



Seq. No. 
Contig ID 
5 '-most EST 



390494 

20751JUR1084 
LIB3434-045-P1-K1-B6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390495 

20752_1.R1084 

LIB3434-045-P1-K1-B7 

BLASTX 

g3047117 

385 

5.0e-60 

124 
94 

(AF058 919) similar to ATP-dependent RNA helicases 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



390496 

20754_1.R1084 

LIB3434-045-P1-K1-C10 

BLASTX 

g5902407 

382 

6.0e-74 

232 

68 

(AC008148) Similar to asparaginyl-tRNA synthetases 
[Arabidopsis thaliana] 

390497 

20756JL.R1084 
g5004806 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



390498 

20758_1.R1084 

LIB3434-045-P1-K1-C4 

BLASTX 

g2984225 

365 

2.0e-34 



49648 



HI 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



154 
50 

(AE000766) enolase-phosphatase E-l [Aquifex aeolicus] 
390499 

20764_1.R1084 

uC-osroM202036g02bl 

BLASTX 

g4689108 

410 

7.0e-40 

187 
43 

(AF077030) hypothetical 43.2 kDa protein [Homo sapiens] 
>gi_4929577_gb_AAD34049.1_AF151812_l (AF151812) CGI-54 
protein [Homo sapiens] 

390500 

20767_1.R1084 

uC-osflcypl55d08bl 

BLASTX 

g6041797 

387 

4.0e-37 

183 

42 

(AC009755) unknown protein [Arabidopsis thaliana] 
390501 

20768_1.R1084 

g428935 

BLASTX 

g4469020 

207 

7.0e-23 

112 

56 

(AL035602) putative protein (fragment) [Arabidopsis 
thaliana] 

390502 

20773JL.R1084 

g426863 

BLASTX 

g4755194 

447 

2.0e-44 

163 
49 

(AC007018) hypothetical protein [Arabidopsis thaliana] 
>gi_4755195_gb_AAD29062.1_AC007018JLO (AC007018) 
hypothetical protein [Arabidopsis thaliana] 

390503 

20774_1.R1084 

LIB3475-008-P1-K1-G3 

BLASTX 



49649 



TvTf'RT CIT 
LNL/D1 ul 


rrl ^9^74? 


BLAST score 


276 


E value 


6.0e-24 


Match length 


182 


% identity 


37 


NCBI Description 


(U32427) unknown [Triticum aestivum] 


Seq. No. 


390504 


Contig ID 


20780 1.R1084 


5 '-most EST 


LIB3434-045-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3150415 


BLAST score 


397 


E value 


z . us y / 


Match length 


232 


% identity 


51 


NCBI Description 


(AC004165) secl3-related protein [Arabidopsis thaliana] 




>gi 3420046 (AC004680) secl3-related protein [Arabidopsis 




thaliana] 


Seq. No. 


390505 


Contig ID 


20781 1.R1084 


5 '-most EST 


uC-osroM202006dl2bl 


Method 


BLASTX 






BLAST score 


196 


E value 


1.0e-14 


Match length 


125 


-s identity 




NCBI Description 


(Z99708) putative protein [Arabidopsis thaliana] 


Seq. No. 


390506 


Contig ID 


20783 1.R1084 


5 '-most EST 


LIB3475-004-P1-K2-C12 


Seq. No. 


390507 


Contig ID 


20783_2.R1084 


5 1 -most EST 


uC-osrocyp037h03bl 


Method 


BLASTX 


KTPRT CZT 




BLAST score 


270 


E value 


2.0e-23 


Match length 


56 


% identity 


88 


NCBI Description 


(AF071893) AP2 domain containing protein [Prunus armeniaca 


Seq. No. 


390508 


Contig ID 


20785 1.R1084 


5 '-most EST 


g568576 


Method 


BLASTX 


NCBI GI 


g3341679 


BLAST score 


449 


E value 


2.0e-44 


Match length 


137 


% identity 


64 


NCBI Description 


(AC003672) dynamin-like protein phragmoplastin 12 




[Arabidopsis thaliana] 



49650 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390509 

20785_4.R1084 

LIB3434-045-P1-K1-F10 

BLASTX 

g3341679 

538 

1.0e-57 

196 
59 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390510 

20787_1.R1084 

g3760368 

BLASTX 

g4263507 

146 

1.0e-12 

111 

40 

(AC004044) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390511 

20795_1.R1084 

uC-osrocyp025gllal 

BLASTX 

g4371292 

192 

2.0e-14 

57 

61 

(AC006260) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390512 

20801_1.R1084 

uC-osflcypl20c01bl 

BLASTX 

g2505874 

714 

1.0e-75 

161 
83 

(Y12776) putative kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



390513 

20803_1.R1084 
LIB3479-009-Q6-K1-D4 



Seq. No. 

Contig ID 
5 '-most EST 



390514 

20805_1.R1084 
g700647 



Seq. No. 
Contig ID 
5 '-most EST 



390515 

20805_2.R1084 
LIB3474-002-P1-K1-D1 



49651 



Seq. No. 390516 
Contig ID 20808_1 . R1084 

5 ' -most EST g2798406 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390517 

20809_1.R1084 

uC-osflM202090hl2bl 

BLASTX 

g4006890 

756 

3.0e-80 

182 

79 

(Z99708) ubiquitin — protein ligase-like protein 
[Arabidopsis thaliana] 



390518 
20810_1 
LIB3477 
BLASTX 
g6056418 
220 

7.0e-18 

93 

38 

(AC009525) 
thaliana] 



R1084 

002-P1-K1-C12 



Similar to beta-glucosidases [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390519 

20812_1.R1084 

uC-osflm202111bl2bl 

BLASTX 

g3738284 

262 

3.0e-22 

103 

51 

(AC005309) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390520 

20814JL.R1084 

g431827 

BLASTN 

g6015437 

36 

1.0e-10 

36 
59 

Homo sapiens PEX1 



mRNA, complete cds 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 



390521 

20816_1.R1084 

g5667150 

BLASTX 

g2293332 

312 



49652 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



4.0e-28 

192 

41 

(AF011338) unknown [Dictyostelium discoideum] 
390522 

20819J..R1084 

LIB34 34-04 6-P1-K1-A4 

BLASTX 

g4731167 

252 

4.0e-21 

137 
36 

(AF108357) c-myc binding protein MM-1 [Mus musculus] 
390523 

20826__1.R1084 
LIB3434-041-P1-K1-C7 



Seq. No. 

Contig ID 
5 '-most EST 



390524 

20836_1.R1084 
LIB3434-04 6-P1-K1-C3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



390525 

20838_1.R1084 

uC-osflm202107d02bl 

BLASTX 

gll68654 

798 

3.0e-89 

268 
59 

BETA-GALACTOSIDASE PRECURSOR (LACTASE) 

>gi_542198_pir S41889 beta-galactosidase (EC 3.2.1.23) 

garden asparagus >gi_452712__emb_CAA5 4525_ (X77319) 
beta-galactosidase [Asparagus officinalis] 

390526 

20850JL.R1084 

LIB3434-04 6-P1-K1-E1 

BLASTX 

g3687239 

224 

3.0e-18 

46 

91 

(AC005169) putative clathrin coat assembly protein 
[Arabidopsis thaliana] 

390527 

20855_1.R1084 

uC-osflM202068g06bl 

BLASTX 

g5881779 

442 

2.0e-43 



49653 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



128 
60 

(AL117386) putative protein [Arabidopsis thaliana] 
390528 

20862_1.R1084 

g5003115 

BLASTX 

g5263324 

944 

1.0e-102 

204 
87 

(AC007727) Identical to gb_Y13173 Arabidopsis thaliana mRNA 
for proteasome subunit. EST gb_T76747 comes from this gene 

390529 

20862_2.R1084 

LIB3434-008-P1-K1-E10 

BLASTX 

g2982322 

489 

2.0e-49 

103 
89 

(AF051246) probable proteasome subunit [Picea mariana] 
390530 

20871__1.R1084 
LIB3434-026-P1-K1-A6 



Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390531 

20873_1.R1084 

g3768176 

BLASTX 

g2463586 

271 

1.0e-23 

89 
53 

(D38533) FB22 precursor [Ananas comosus] 
390532 

20873_2.R1084 

g3767808 

BLASTX 

g2342728 

177 

1.0e-12 

93 

39 

(AC002341) Cysteine proteinase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 



390533 

20874_1.R1084 
uC-osflcypl77e09bl 



49654 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390534 

20875JL.R1084 
LIB3434-04 6-P1-K1-G11 

BLASTX 

g2618699 

250 

9.0e-29 

240 
33 

(AC002510) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390535 

20878_1.R1084 

g426976 

BLASTX 

gl946358 

454 

4.0e-45 

114 

67 

(U93215) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390536 

20880_1.R1084 

g4879817 

BLASTX 

g4731573 

160 

2.0e-ll 

108 
46 

(AF123265) remorin 



1 [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390537 

20884_1.R1084 

LIB3434-054-P1-K1-F12 

BLASTX 

g4587584 

541 

1.0e-55 

127 
46 

(AC007232) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390538 

20886_2.R1084 

LIB3434-04 6-P1-K1-H11 

BLASTN 

g5257255 

58 

8.0e-24 

302 
75 

Oryza sativa genomic DNA, 



chromosome 8, clone : P002 6F07 



Seq. No. 



390539 



49655 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20896_1.R1084 

g3767080 

BLASTX 

g2492519 

682 

1.0e-71 

133 
98 

26S PROTEASE REGULATORY SUBUNIT 7 (26S PROTEASOME SUBUNIT 
7) >gi_1395191_dbj_BAA13021_ (D86121) 26S proteasome ATPase 
subunit [Spinacia oleracea] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390540 

20898_1.R1084 

LIB3434-051-P1-K1-A11 

BLASTX 

g5734756 

359 

8.0e-54 

174 
63 

(AC007651) Similar to SOUL Protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390541 

20900_1.R1084 

uC-osflM202039b01bl 

BLASTX 

g4584343 

482 

9.0e-48 

317 

44 

(AC007127) putative ubiquitin protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



390542 

20902_1.R1084 

g3759659 

BLASTX 

gl709925 

484 

2.0e-48 

140 

69 

PHOSPHORIBOSYLFORMYLGLYCINAMIDINE CYCLO-LIGASE PRECURSOR 
(AIRS) (PHOSPHORIBOSYL-AMINOIMIDAZOLE SYNTHETASE) (AIR 
SYNTHASE) >gi_945060 (U30895) aminoimidazole ribonucleotide 
(AIRS) synthetase [Vigna unguiculata] 

390543 

20904_1.R1084 
g5038724 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 



390544 

20905_1.R1084 

g431830 

BLASTX 



49656 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5430769 
431 

3.0e-42 

196 

48 

(AC007504) Similar to somatic embryogenesis receptor-like 
kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390545 

20912_1.R1084 

uC-osflcypl41g05al 

BLASTX 

g6006848 

215 

3.0e-17 

47 

87 

(AC009540) unknown protein, 5 T partial [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390546 

20916_1.R1084 

g428374 
BLASTX 
g6002712 
302 

7.0e-39 

316 
34 

(AF133053) S-adenosyl-L-methionine : salicylic acid carboxyl 
methyltransferase [Clarkia breweri] 

390547 

20919_1.R1084 

uC-osrocyp026f01al 

BLASTX 

g6006369 

653 

7.0e-95 

194 

91 

(AP000559) ESTs C99670 (E21043) , C99671 (E21043 ) , 
AU078262 (R10938) ,AU078261 (R10938) ,D15282 (C0402) correspond 
to a region of the predicted gene.; Similar to arginine 
decarboxylase (U52851) [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390548 

20921_1.R1084 

LIB3434-015-P1-K1-F7 

BLASTX 

g3023947 

710 

6.0e-75 

221 
62 

PROBABLE HISTONE DEACETYLASE (RPD3 HOMOLOG) >gi_2665840 
(AF035815) putative histone deacetylase RPD3 [Zea mays] 



49657 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390549 

20922_1.R1084 

g2310385 

BLASTX 

g2344871 

784 

1.0e-83 

203 
69 

(AJ001270) purple acid phosphatase precursor [Phaseolus 
vulgaris] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390550 

20940_1.R1084 

LIB3434-051-P1-K1-E4 

BLASTX 

g4467124 

126 

9.0e-17 

136 

30 

(AL035538) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



390551 

20945_1.R1084 

g2310387 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390552 

20946_1.R1084 

g2310163 

BLASTX 

g4826682 

518 

3.0e-52 

238 

46 

cystinosis, nephropathic >gi_J3036840_emb__CAA11021_ 
(AJ222967) cystinosin [Homo sapiens] 

>gi_3036851_emb_CAA75882_ (Y15924) cystinosin [Homo 
sapiens] 



Seq. No. 
Contig ID 
5' -most EST 



390553 

20948_1.R1084 
uC-osrocyp012cl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390554 

20962_1.R1084 

LIB3477-010-P1-K1-E2 

BLASTX 

g4455328 

457 

5.0e-45 

209 

54 

(AL035525) hypothetical protein [Arabidopsis thaliana] 



49658 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



390555 

20965JL.R1084 
uC-osflcypl51el0bl 

390556 

20973_1.R1084 

LIB3434-051-P1-K1-H9 

BLASTX 

g2213597 

583 

4.0e-60 

202 
54 

(AC000348) T7N9.17 [Arabidopsis thaliana] 
390557 

20976_1. R1084 

g2797422 

BLASTX 

gl262756 

164 

3.0e-ll 

81 
40 

(X97022) lamin [Brassica oleracea] 
390558 

20977_1.R1084 

g5003055 

BLASTX 

g3522956 

1045 

1.0e-122 

343 

56 

(AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 

390559 

20978_1.R1084 
g2310317 

390560 

20993_1.R1084 
g428791 

390561 

20997__1.R1084 
g426257 

390562 

20998JL.R1084 

g428731 

BLASTX 

g4406781 

317 

5.0e-29 



49659 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



127 
55 

(AC006532) putative Na+/H+ antiporter [Arabidopsis 
thaliana] 

390563 

21000JL.R1084 

uC-osflcypl22bl0bl 

BLASTX 

g4741844 

643 

2.0e-67 

141 
90 

(AF112964) small GTP-binding protein [Triticum aestivum] 
390564 

21007_1.R1084 
LIB3434-052-P1-K1-D4 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390565 

21010_1.R1084 
LIB3434-052-P1-K1-D7 

390566 

21015_1.R1084 

uC-osflM202056bl0al 

BLASTX 

g4733891 

161 

7.0e-ll 

58 

59 

(AF104924) unconventional myosin heavy chain [Zea mays] 
390567 

21017JL.R1084 

g4880207 

BLASTN 

g6006355 

57 

2.0e-22 

126 

87 

Oryza sativa genomic DNA, chromosome 6, clone : P0493C11 
390568 

21028_1.R1084 

uC-osrocyp009gl2bl 

BLASTX 

g4680193 

607 

6.0e-63 

203 
63 

(AF111710) putative farnesyl pyrophosphate synthase [Oryza 
sativa subsp. indica] 
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€1 



Seq. No. 390569 
Contig ID 21031_1 .R1084 

5 f -most EST LIB3434-052-P1-K1-F6 



Seq. No. 390570 

Contig ID 21043_1 . R1084 

5' -most EST g4878691 

Method BLASTX 

NCBI GI g2760362 

BLAST score 416 

E value 2.0e-40 

Match length 115 

% identity 73 

NCBI Description (AF016511) 15.9 kDa subunit of RNA polymerase II 

[Arabidopsis thaliana] 



Seq. No. 390571 

Contig ID 21055__1 .R1084 

5' -most EST LIB3479-002-Q6-K1-B9 

Seq. No. 390572 

Contig ID 21058_1 . R1084 

S'-most EST uC-osflcyp064f09bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1084 

-053-P1-K1-A7 



390573 
21063_1. 
LIB3434- 
BLASTX 
g3098603 
642 

4.0e-74 

183 
75 

(AF052191) katanin p60 subunit 
purpuratus] 



[Strongylocentrotus 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390574 

21070JL.R1084 

LIB3434-053-P1-K1-B4 

BLASTX 

g4928460 

310 

6.0e-28 

124 

48 

(AF133127) thioredoxin 



h [Hevea brasiliensis] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



390575 

21071_1.R1084 

g4969134 

BLASTX 

g2065531 

1087 

1.0e-119 

266 
74 



49661 



NCBI Description (U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390576 

21076_1.R1084 

g3767972 

390577 

21082_1.R1084 

g702589 
BLASTX 
g3287688 
686 

5.0e-72 

164 

85 

(AC003979) Contains similarity to ycf37 gene product 
gb_1001425 from Synechocystis sp. genome gb_D63999. ESTs 
gb_T43026, gb_R64902, gb_Z18169 and gb__N37374 come from 
this gene. [Arabidopsis thaliana] 

390578 

21085_2.R1084 

LIB3434-053-P1-K1-D1 

BLASTX 

g542190 

642 

6.0e-67 

244 

50 

hypothetical protein 1087 - maize >gi_459269_emb_CAA54 960_ 
(X78029) transcribed sequence 1087 [Zea mays] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390579 

21095_1.R1084 
g4878177 

390580 

21097JL.R1084 

LIB3434-053-P1-K1-E1 

BLASTX 

g6016690 

203 

1.0e-15 

128 
34 

(AC009991) unknown protein [Arabidopsis thaliana] 
390581 

21100JL.R1084 

LIB3434-026-P1-K1-E12 

BLASTX 

g4510363 

402 

4.0e-39 

84 

86 

(AC007017) putative DNA-binding protein [Arabidopsis 



49662 



€1 



thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390582 

21101JL.R1084 

LIB3434-053-P1-K1-E2 

BLASTX 

g2695711 

370 

4.0e-35 

136 
51 

(AJ001370) cytochome b5 [Olea europaea] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390583 

21103_1.R1084 

g3107210 

BLASTX 

g2598227 

439 

2.0e-43 

126 
72 

(AJ222585) AT-hook protein 1 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



390584 

21111_1.R1084 
g2800453 



Seq. No. 

Contig ID 
5 '-most EST 



390585 

21112__1.R1084 
gl632407 



Seq. No. 
Contig ID 
5 '-most EST 



390586 

21121_1.R1084 
LIB3434-053-P1-K1-G11 



Seq. No. 
Contig ID 
5 '-most EST 



390587 

21126JL.R1084 
LIB3434-053-P1-K1-G6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



390588 

21128_1.R1084 

LIB3434-053-P1-K1-G8 

BLASTX 

g3924615 

251 

3.0e-21 

139 

37 

(AF069442) hypothetical protein [Arabidopsis thaliana] 
390589 

21132_1.R1084 
g3760752 
BLASTX " 
g3080740 
128 



49663 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 



5.0e-10 

139 
38 

(U77366) pasticcino 1-D [Arabidopsis thaliana] 
390590 

21137JL.R1084 
LIB3434-053-P1-K1-H6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



390591 

21144_1.R1084 

uC-osflcypl28d03al 

BLASTX 

g4093157 

217 

9.0e-27 

105 
66 

(AF087936) phytochrome-associated protein 2 [Arabidopsis 
thaliana] >gi_4 972054_emb_CAB43922 . 1_ (AL078470) 
phytochrome-associated protein PAP 2 [Arabidopsis thaliana] 

390592 

21145_1.R1084 

LIB34 34-054-P1-K1-A4 



Seq. No. 
Contig ID 
5 '-most EST 



390593 

21147_1.R1084 
LIB3434-054-P1-K1-A6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



390594 

21151_1.R1084 

LIB3475-005-P1-K1-G9 

BLASTX 

g6014652 

213 

1.0e-16 

190 

34 

(AF187961) ubiquitin carboxyl-terminal hydrolase 
[Schizosaccharomyces pombe] 

390595 

21176JL.R1084 

g426554 

BLASTX 

g2252871 

223 

1.0e-19 

178 
42 

(AF013294) No definition line found [Arabidopsis thaliana] 
390596 

21177_1.R1084 

uC-osflm202111h07bl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3252856 

1306 

0.0e+00 

405 

84 

(AF020425) glutamate decarboxylase isozyme 1 [Nicotiana 
tabacum] 

390597 

21177_2.R1084 

g2427818 

BLASTX 

g2494174 

444 

3.0e-84 

218 
82 

GLUTAMATE DECARBOXYLASE 1 (GAD 1) >gi_497979 (U10034) 
glutamate decarboxylase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390598 

21177_3.R1084 

uC-osroM202024a04bl 

BLASTX 

g4406783 

673 

2.0e-70 

179 

74 

(AC006532) putative glutamate decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



390599 

21177_4.R1084 

g2427273 

BLASTX 

gll69238 

349 

4.0e-35 

101 
77 

GLUTAMATE DECARBOXYLASE (GAD) >gi__107 664 8_pir A48767 

glutamate decarboxylase (EC 4.1.1.15), calmodulin-binding - 
garden petunia >gi_294112 (L16797) glutamate decarboxylase 
[Petunia hybrida] >gi_309680 (L16977) glutamate 
decarboxylase [Petunia hybrida] 

390600 

21183JL.R1084 
LIB3434-054-P1-K1-E1 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



390601 

21186__1.R1084 

LIB3434-054-P1-K1-E12 

BLASTX 

g5031275 

844 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 ! -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



1.0e-90 

202 
78 

(AF139496) 



unknown [Prunus armeniaca] 



390602 

21187_1.R1084 
LIB3434-054-P1-K1-E2 

390603 

21191_2.R1084 
LIB3434-054-P1-K1-E7 

390604 

21192_1.R1084 

LIB3434-003-P1-K1-E12 

BLASTX 

g2462832 

378 

4.0e-38 

200 
45 

(AF000657) similar to Bacillus CotA [Arabidopsis thaliana] 
390605 

21207_1.R1084 

LIB3434-054-P1-K1-G2 

BLASTX 

g2369766 

320 

1.0e-29 

106 
62 

(AJ001304) hypothetical protein [Citrus x paradisi] 
390606 

21217_1.R1084 

LIB34 34-055-P1-K1-A10 

BLASTX 

g2244709 

310 

3.0e-28 

142 

52 

(AB005295) HY5 [Arabidopsis thaliana] 

>gi_2251085_dbj__BAA21327_ (AB005456) HY5 [Arabidopsis 
thaliana] 

390607 

21222JL.R1084 

uC-osrocyp017g05al 

BLASTX 

g4008156 

224 

4.0e-18 

68 

68 
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€1 



NCBI Description (AB008845) NADH dependent Giutamate Synthase [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390608 

21226_1.R1084 

g4714994 

BLASTX 

g6016737 

146 

1.0e-08 

200 
39 

(AC009325) hypothetical protein [Arabidopsis thaliana] 
>gi_6091741_gb_AAF03453.1JVC010797_29 (AC010797) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



390609 

21228_1.R1084 

LIB34 34-055-P1-K1-B10 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390610 

21236_1.R1084 

g3768447 
BLASTX 
g2982303 
417 

7.0e-43 

127 

75 

(AF051236) hypothetical protein [Picea mariana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390611 

21239_1.R1084 

uC-osflcypll0b08bl 

BLASTX 

g3834302 

911 

1.0e-98 

217 
84 

(AC005679) Similar to gb_D45384 vacuolar ^-pyrophosphatase 
from Oryza sativa. ESTs gb_F14272 and gb_F14273 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390612 

21240_1.R1084 

uC-osrocyp010f04bl 

BLASTX 

g2398829 

1073 

1.0e-117 

269 

75 

(Y11220) mitochondrial uncoupling protein [Solanum 
tuberosum] 



Seq. No. 

Contig ID 



390613 

21247 1.R1084 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4879688 
BLASTX 
g4263714 
221 

1.0e-17 

162 
33 

(AC006223) putative integral membrane protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390614 

21253_1.R1084 

LIB3434-055-P1-K1-D12 

BLAST N 

g2113846 

101 

3.0e-49 

173 
90 

Hordeum vulgare mRNA for hypothetical protein, partial, 
clone WL5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390615 

21255JL.R1084 

LIB3434-055-P1-K1-D4 

BLASTX 

g2058284 

373 

9.0e-36 

131 

55 

(X97378) atranbplb [Arabidopsis thaliana] 
390616 

21259_1.R1084 

g2800803 

BLASTN 

g9992 

37 

4.0e-ll 

37 
100 

P.lividus gene for 18S rRNA 



Seq. No. 

Contig ID 
5' -most EST 



390617 

21262_1.R1084 
LIB3477-011-P1-K1-C11 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



390618 

21272_1.R1084 

LIB3434-055-P1-K1-F11 

BLASTX 

gl076670 

298 

1.0e-50 

105 
97 



49668 



NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



NADH dehydrogenase (EC 1 
>gi_668 985_emb_CAA59062_ 
[Solanum tuberosum] 



,6.99.3) - potato 
(X84319) NADH dehydrogenase 



390619 

21276__1.R1084 

g286979 

BLASTX 

g3421123 

842 

3.0e-90 

230 

67 

(AF043538) 20S proteasome beta subunit PBG1 [Arabidopsis 
thaliana] 

390620 

21278JL.R1084 

LIB3475-012-P1-K1-F12 

BLASTX 

gl421730 

843 

2.0e-90 

262 

58 



NCBI Description (U43082) RF2 [Zea mays] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



390621 

21284_1.R1084 

uC-osflcypl23cl2bl 

BLASTX 

g543063 

159 

7.0e-19 

252 
33 

zinc-finger protein, BR140 



human 



390622 

21285JL.R1084 

uC-osroM202038a09bl 

BLASTX 

g731718 

198 

7.0e-15 

206 
30 

HYPOTHETICAL 30.6 KD PROTEIN IN ACT5-YCK1 INTERGENIC REGION 

>gi_626657_pir S48978 hypothetical protein YHR134w - yeast 

(Saccharomyces cerevisiae) >gi_500671 (U10398) Yhrl34wp 
[Saccharomyces cerevisiae] 

390623 

21286_1.R1084 

LIB3434-004-P1-K1-G8 

BLASTX 

g3789948 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



700 

8.0e-74 

161 

84 

(AF094773) translation initiation factor 5A [Oryza sativa] 
390624 

21291_1.R1084 

LIB3434-055-P1-K1-H2 

BLASTX 

g2702281 

670 

2.0e-70 

168 

40 

(AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 



Seq. No. 


390625 


Contig ID 


21295_1.R1084 


5 '-most EST 


LIB34 34-055-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3249039 


BLAST score 


335 


E value 


5.0e-31 


Match length 


194 


% identity 


42 


NCBI Description 


(AF071221) N-carbamyl-L-amino acid amidohydrolas* 




[Arthrobacter aurescens] 


Seq. No. 


390626 


Contig ID 


21297 1.R1084 


5 '-most EST 


LIB3434-055-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g5729706 


BLAST score 


227 


E value 


3.0e-18 


Match length 


81 


% identity 


42 


NCBI Description 


(AC007927) unknown protein [Arabidopsis thaliana; 


Seq. No. 


390627 


Contig ID 


21304 1.R1084 


5 '-most EST 


LIB3434-056-P1-K1-A5 


Seq. No. 


390628 


Contig ID 


21305 1.R1084 


5 '-most EST 


g4878599 


Method 


BLASTX 


NCBI GI 


g2160163 


BLAST score 


279 


E value 


8.0e-25 


Match length 


76 


% identity 


71 


NCBI Description 


(AC000132) No definition line found [Arabidopsis 


Seq. No. 


390629 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21315_1.R1084 

g426274 
BLASTX 
g2832683 
943 

1.0e-102 

237 
71 

(AL021712) putative protein [Arabidopsis thaliana] 
390630 

21326_1.R1084 
g4716060 

390631 

21335_1.R1084 

g2317402 

BLASTX 

gl314712 

409 

4.0e-69 

189 
75 

(U54 615) calcium-dependent protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390632 

21345_1.R1084 

LIB3434-056-P1-K1-E4 

BLASTX 

g4874290 

406 

2.0e-39 

163 
50 

(AC007212) putative purple acid phosphatase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



390633 

21346_1.R1084 
LIB3434-056-P1-K1-E5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390634 

21348__1.R1084 

LIB3434-056-P1-K1-E7 

BLASTX 

g6069648 

204 

1.0e-15 

48 
85 

(AP000616) ESTs 

AU078644 (E0685) ,C72841 (E2351) , AU078645 (E0685) , 
AU030746 (E60179) correspond to a region of the predicted 
gene.; similar to Arabidopsis thaliana BAC F1104; similar 
to Medicago truncatula MtN21 (AF096370) [Oryza 



49671 



Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390635 

21349_1.R1084 

uC-osflcypl53hl0bl 

BLASTX 

g3212868 

259 

3.0e-23 

117 

54 

(AC004005) unknown protein [Arabidopsis thaliana] 
390636 

21353_1.R1084 
uC-osrocyp013gllbl 

390637 

21356JL.R1084 

LIB3434-056-P1-K1-F5 

BLASTX 

g2497539 

556 

2.0e-58 

166 

72 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR >giJL 69703 
(M64736) ATP:pyruvate phosphotransferase [Ricinus communis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



390638 

21358JL.R1084 

LIB3434-026-P1-K1-H4 

BLASTX 

gl208496 

245 

1.0e-20 

104 

53 

(D38124) EREBP-3 [Nicotiana tabacum] 
390639 

21362JL.R1084 

LIB3434-056-P1-K1-G12 

BLASTN 

g5042437 

485 

0.0e+00 

524 

99 

Oryza sativa BAC T4 9B2 0 genomic sequence , complete sequence 
390640 

21363JL.R1084 

LIB3434-056-P1-K1-G2 

BLASTX 

g4566505 

636 

1.0e-110 
238 



49672 



ST? 

•ze - 

Off 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



83 

(AF1028 68) beta-D-glucan exohydrolase isoenzyme Exol 
[Hordeum vulgare] 

390641 

21363_2.R1084 

g4878705 

BLASTX 

g4731111 

486 

4.0e-49 

122 

75 

(AF064707) exhydrolase II [Zea mays] 
390642 

21367_1.R1084 

g428543 

BLASTX 

g571484 

396 

2.0e-38 

106 

69 

(U16727) peroxidase precursor [Medicago truncatula] 
390643 

21372JL.R1084 

g568475 

BLASTX 

g4506233 

380 

6.0e-36 

257 

36 

proteasome (prosome, macropain) 26S subunit, non-ATPase, 8 
>gi_1346766_sp_P48556__PSD8_HUMAN 26S PROTEASOME REGULATORY 

SUBUNIT S14 (P31) >gi_1362741_pir S56108 multicatalytic 

endopeptidase complex (EC 3.4.99.46) regulatory chain 31 - 
human >gi_1037164_dbj_BAA07237_ (D38047) 26S proteasome 
subunit p31 [Homo sapiens] >gi_3702282 (AC005789) 
PP31_HUMAN [Homo sapiens] 

390644 

21376_1.R1084 

LIB3434-056-P1-K1-H4 

BLASTX 

g3063442 

162 

4.0e-ll 

97 
45 

(AC003981) F22013.6 [Arabidopsis thaliana] 
390645 

21380_1.R1084 
g5003835 



49673 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll70767 

667 

7.0e-70 

183 

72 

26S PROTEASE REGULATORY SUBUNIT 8 HOMOLOG (LET1 PROTEIN) 

>gi_626074_pir S45176 transcription factor SUG1 homolog 

fission yeast (Schizosaccharomyces pombe) >gi_406051 
(U02280) Letl [Schizosaccharomyces pombe] 
>gi_4106689__emb_CAA22628.1_ (AL035065) 26s protease 
regulatory subunit 8 homolog [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390646 

21396_1.R1084 

LIB3434-057-P1-K1-B5 

BLASTX 

gl352186 

465 

2.0e-46 

140 

61 

ALLENE OXIDE SYNTHASE PRECURSOR (HYDROPEROXIDE DEHYDRASE) 
(CYTOCHROME P450 74A) >gi_404866 (U00428) allene oxide 
synthase [Linum usitatissimum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390647 

21403_1.R1084 

LIB3434-057-P1-K1-C2 

BLASTX 

gl351989 

292 

3.0e-30 

75 

87 

AS PARAGINE SYNTHETASE [GLUTAMINE-HYDROLYZING] 
( GLUTAMINE-DEPENDENT AS PARAGINE SYNTHETASE) 

>gi_984262_emb_CAA58052_ (X82849) asparragine synthetase 
[Zea mays] 



Seq. No. 
Contig ID 
5 T -most EST 



390648 

21405_1.R1084 
LIB3434-057-P1-K1-C5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390649 

21407_1.R1084 

g4715097 
BLASTX 
g2370312 
473 

3.0e-47 

149 
64 

(AJ000995) DnaJ-like protein [Medicago sativa] 
>gi_3202020_gb_AAC19391.1_ (AF069507) DnaJ-like protein 
MsJl [Medicago sativa] 



49674 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390650 

21408JL.R1084 

g2317353 

BLASTX 

g4512705 

224 

1.0e-36 

196 

41 

(AC006569) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

390651 

21411_1.R1084 

g2431411 

BLASTX 

g6016736 

168 

2.0e-ll 

81 

44 

(AC009325) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390652 

21413_1.R1084 

LIB3475-007-P1-K1-G9 

BLASTX 

g4680207 

244 

4.0e-20 

178 

34 

(AF114171) disease resistance protein RPM1 homolog [Sorghum 
bicolor] 



Seq. No. 
Contig ID 
5 1 -most EST 



390653 

21414_1.R1084 
uC-osflM202085b03al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390654 

21416_1.R1084 

g426641 

BLASTX 

g2739168 

284 

1.0e-35 

156 

47 

(AF032386) aldose-l-epimerase-like protein [Nicotiana 
tabacum] 



Seq. No. 
Contig ID 
5' -most EST 



390655 

21421_1.R1084 
LIB3434-057-P1-K1-E11 



Seq. No. 
Contig ID 



390656 

21423 1.R1084 



49675 



5 T -most EST 


g702009 


Method 


BLASTX 


NCBI GI 


g3256770 


_DJ_irlO 1 oUUI C 


151 


E value 


1.0e-09 


Match length 


128 


% identity 


35 


NCBI Description 


(AP000002) 318aa long hypothetical UDP-gluco: 




[Pyrococcus horikoshii] 


Seq. No. 


390657 


Contig ID 


21427 1.R1084 


5 '-most EST 


g568161 


Method 


BLASTX 


JNOrsl bl 


go JL D 0 0 f± U 


BLAST score 


312 


E value 


2.0e-28 


Match length 


78 


-s identity 


/ y 


NCBI Description 


(U88711) copper homeostasis factor [Arabidop; 


Seq. No. 


390658 


Contig ID 


21429 1.R1084 


5' -most EST 


uC-osroM202032c03bl 


Seq. No. 


390659 


Contig ID 


21434 1.R1084 


5' -most EST 


LIB3434-057-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4 DO U 0 / D 


BLAST score 


184 


E value 


2.0e-13 


Match length 


159 


% identity 


32 


NCBI Description 


(AF132952) CGI-18 protein [Homo sapiens] 


Seq. No. 


390660 


Contig ID 


21437 1.R1084 


5' -most EST 


g701755 


Method 


BLASTX 


NCBI GI 


g4093155 


bLAbl score 


JOl 


E value 


1.0e-36 


Match length 


110 


% identity 


70 


NCBI Description 


(AF088281) phytochrome-associated protein 1 




thaliana] 


Seq. No. 


390661 


Contig ID 


21438 1.R1084 


5 '-most EST 


uC-osflcyp012g03bl 


Method 


BLASTX 


NCBI GI 


g4406819 


BLAST score 


430 


E value 


5.0e-42 


Match length 


146 


% identity 


58 



[Arabidopsis 



49676' 



NCBI Description (AC006201) unknown protein [Arabidopsis thaliana] 



Seq. No. 


390662 


Contig ID 


21439 1.R1084 


5 '-most EST 


LIB3434-057-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4572669 


BLAST score 


190 


E value 


5.0e-14 


Match length 


83 


% identity 


45 


NCBI Description 


(AC006954) putative glucosyltransf eras< 




thaliana] 


Seq. No. 


390663 


Contig ID 


21448JL.R1084 


3 -IUOSt £jO 1 


LilD0404 — UD / — irl — IjO 


Method 


BLASTX 


NCBI GI 


g4467156 


BLAST score 


415 


E value 


1 . Oe-40 


Match length 


123 


% identity 


61 


NCBI Description 


(AL035540) putative protein [Arabidops: 


Seq. No. 


390664 


Contig ID 


21456 1.R1084 


5' -most EST 


LIB34 34-057 -P1-K1-H2 


Seq. No. 


390665 


Contig ID 


21459_1.R1084 


5 T -most EST 


g4 /144 ly 


Method 


BLASTX 


NCBI GI 


g4512653 


BLAST score 


857 


E value 


1.0e-100 


Match length 


237 


% identity 


78 


NCBI Description 


(AC007048) unknown protein [Arabidopsi; 


Seq. No. 


390666 


Contig ID 


21459_2.R1084 


b -most EbT 




Method 


BLASTX 


NCBI GI 


g4512653 


BLAST score 


235 


E value 


5.0e-30 


Match length 


101 


% identity 


69 


NCBI Description 


(AC007048) unknown protein [Arabidopsi, 


Seq. No. 


390667 


Contig ID 


21463 1.R1084 


5 '-most EST 


LIB3434-003-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g401238 


BLAST score 


465 



49677 



E value 
Match length 
% identity 
NCBI Description 



3.0e-46 

216 

43 

UBIQUITIN-ACTIVATING ENZYME El 3 >gi_170686 (M90664) 
ubiquitin activating enzyme [Triticum aestivum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390668 

21466JL.R1084 

LIB3434-003-P1-K1-A12 

BLASTN 

g6006355 

461 

0.0e+00 

528 

97 

Oryza sativa genomic DNA, chromosome 6, clone : P0493C11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390669 

21468_1.R1084 

LIB3434-003-P1-K1-A3 

BLASTX 

g3757529 

265 

5.0e-23 

98 

49 

(AC005167) tetracycline transporter-like protein 
[Arabidopsis thaliana] 



390670 

21471_1.R1084 

g3762543 

BLASTX 

g3041758 

166 

3.0e-ll 

112 
33 

(D85081) unnamed protein product 



[Escherichia coli] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390671 

21474_1.R1084 

LIB3434-017-P1-K1-B1 

BLASTX 

g3894159 

143 

2.0e-10 

92 
46 

(AC005312) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 ' -most EST 
Method 
NCBI GI 
BLAST score 



390672 

21479JL.R1084 

uC-osflM202020c01bl 

BLASTX 

g4204295 

210 



49678 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-16 

138 
35 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

390673 

21480JL.R1084 

g2800427 

BLASTX 

g3746059 

175 

3.0e-12 

66 
55 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_4 4 32812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 

390674 

21480_2.R1084 

LIB3434-003-P1-K1-B3 

BLASTX 

g3746059 

186 

2.0e-13 

150 
37 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_44 32812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 

390675 

21488_1.R1084 

LIB3434-003-P1-K1-C10 

BLASTX 

g5453379 

493 

2.0e-49 

140 

66 

(AF155124) bacterial-induced peroxidase precursor 
[Gossypium hirsutum] 

390676 

21490JL.R1084 

uC-osrocyp027cl2bl 

BLASTX 

g4580398 

702 

8.0e-74 

232 
62 

(AC007171) putative protein kinase APK1A [Arabidopsis 
thaliana] 



Seq. No. 



390677 



49679 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21496_1.R1084 

uC-osroM202032g!0bl 

BLASTX 

g4406759 

205 

1.0e-15 

202 
40 

(AC006836) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



390678 

21504_1.R1084 
uC-osflcypl76f04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390679 

21511__1.R1Q84 

g2312022 

BLASTX 

g3850999 

683 

7.0e-91 

187 
93 

(AF069908) pyruvate dehydrogenase El beta subunit isoform 1 
[Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 



390680 

21523_1.R1084 
uC-osrocypOlOclObl 



Seq. No. 

Contig ID 
5 '-most EST 



390681 

21528_1.R1084 
g3759151 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390682 

21531_1.R1084 

uC-osrocyp029ellbl 

BLASTX 

g2641619 

732 

2.0e-77 

148 

89 

(AF0324 68) ubiquitin-conjugating enzyme protein E2 [Zea 
mays] 



Seq. No. 

Contig ID 
5 '-most EST 



390683 

21539_1.R1084 
g2800930 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



390684 

21540JL.R1084 

g2427208 

BLASTX 

g4835237 

364 

2.0e-34 



49680 



€1 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 
65 

(AL049862) putative clathrin coat assembly protein 
[Arabidopsis thaliana] 

390685 

21546_1.R1084 

LIB3434-003-P1-K1-H2 

BLASTX 

g3236253 

904 

9.0e-98 

221 

76 

(AC004684) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



390686 

21546_2.R1084 

uC-osrocyp007h03bl 

BLASTX 

g3236253 

288 

6.0e-55 

145 

74 

(AC004684) receptor-like protein kinase [Arabidopsis 
thaliana] 

390687 

21547_1.R1084 

LIB3434-003-P1-K1-H3 

BLASTX 

g3309269 

955 

1.0e-104 

214 

86 

(AF074940) ferric leghemoglobin reductase-2 precursor 
[Glycine max] 

390688 

21549_1.R1084 

LIB3434-003-P1-K1-H5 

BLASTX 

g3929647 

241 

4.0e-20 

104 

48 

(AJ004881) Immutans protein [Arabidopsis thaliana] 
390689 

21564_1.R1084 
LIB3434-004-P1-K1-A8 



Seq. No. 



390690 



49681 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21567JL.R1084 

uC-osflM202090g04bl 

BLASTX 

g2911076 

784 

1.0e-83 

211 

68 

(AL021960) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390691 

21572_1.R1084 

g700805 

BLASTX 

gl314742 

150 

2.0e-09 

131 

33 

(U54767) caffeic acid O-methyltransf erase 



[Hordeum vulgare] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390692 

21576_1.R1084 

LIB3475-002-P1-K2-B3 

BLASTX 

g2104908 

947 

1.0e-102 

270 

69 

(Y07632) potassium channel [Zea mays] 



Seq. No. 
Contig ID 
5' -most EST 



390693 

21583_1.R1084 
LIB3475-008-P1-K1-F12 



Seq. No. 
Contig ID 
5 T -most EST 



390694 

21588_1.R1084 
LIB3434-004-P1-K1-D10 



Seq. No. 

Contig ID 
5 T -most EST 



390695 

21593_1.R1084 
LIB3434-042-P1-K1-E11 



Seq. No. 

Contig ID 
5 T -most EST 



390696 

21597_1.R1084 
LIB3434-004-P1-K1-D9 



Seq. No. 
Contig ID 
5 '-most EST 



390697 

21604_1.R1084 
LIB3434-004-P1-K1-E4 



Seq. No. 
Contig ID 
5 '-most EST 



390698 

21611_1.R1084 
LIB3434-004-P1-K1-F10 



Seq. No. 



390699 



49682 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



21617J..R1084 
uC-osroM202010g04al 

390700 

21631_1.R1084 
LIB3434-004-P1-K1-G7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390701 

21639_1.R1084 

uC-osflcypl!2f04bl 

BLASTX 

g2997589 

863 

1.0e-103 

201 
96 

(AF020813 
precursor 



glucose- 6-phosphate/phosphate-translocat or 
[Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 



390702 

21644_1.R1084 

LIB34 34-004-P1-K1-H9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



390703 

21650_1.R1084 

LIB3475-002-P1-K2-A7 

BLASTN 

g4689381 

36 

2.0e-10 

100 
84 

Vigna radiata chlorophyll a/b binding protein CP2 9 
(CipCp29) mRNA, complete cds, chloroplast gene for 
chloroplast product 

390704 

21651JL.R1084 

uC-osflcyp027hl2bl 

BLASTX 

g6017110 

663 

1.0e-69 

170 

74 

(AC009895) unknown protein [Arabidopsis thaliana] 
390705 

21654_1.R1084 
LIB3479-001-Q6-K1-G3 

390706 

21668_1.R1084 

uC-osflM202055bl2bl 

BLASTX 

g3641837 

526 



49683 



© 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 
Contig ID 
5 ' -most EST 



1.0e-105 

324 

70 

(AL023094) Nonclathrin coat protein gamma-like protein 
[Arabidopsis thaliana] 

390707 

21671_1.R1084 
LIB3434-005-P1-K1-C4 



Seq. No* 
Contig ID 
5* -most EST 



390708 

21672JL.R1084 
LIB3434-005-P1-K1-C5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 



390709 

21674_1.R1084 

LIB3434-005-P1-K1-C7 

BLASTX 

g4836876 

311 

6.0e-60 

164 

76 

(AC007260) Similar to dTDP-D-glucose 4, 6-dehydratase 
[Arabidopsis thaliana] 

390710 

21679_1.R1084 
uC-osflm202107e04bl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390711 

21681JL.R1084 

LIB34 34-005-P1-K1-D4 

BLASTX 

g2191150 

163 

8.0e-ll 

85 

14 

(AF007269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 



Seq. No. 390712 

Contig ID 21687_1 

5 '-most EST LIB3434 

Method BLASTX 

NCBI GI g416034 

BLAST score 393 

E value 2.0e-51 

Match length 172 

% identity 64 

NCBI Description (AL0352 
{zeta s 



R1084 
-005-P1-K1-E10 



16) component of chaperonin-containing T-complex 
ubunit) [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5' -most EST 



390713 

21694JL.R1084 
LIB3434-005-P1-K1-E6 



49684 



Seq. No. 


390714 


Contig ID 


21707 1.R1084 


5 '-most EST 


LIB3434-005-P1-K1-F7 




ID J_Jjri-0 1 /\. 


NCBI GI 


g4220479 


BLAST score 


515 


E value 


7.0e-52 


Match length 


210 


% identity 


58 


NCBI Description 


(AC006069) unknown pj 


Seq. No. 


390715 


Contig ID 


21716 1.R1084 


5' -most EST 


LIB3434-005-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4 4 y uz yo 


BLAST score 


593 


E value 


1.0e-61 


Match length 


129 


% identity 


42 


NCBI Description 


(AL035 678) WD-repeat 




thaliana] 


Seq. No. 


390716 


Contig ID 


21719 1.R1084 


5' -most EST 


LIB3434-005-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4836773 


BLAST score 


277 


E value 


2.0e-24 


Match length 


105 



% identity 

NCBI Description 



51 

(AF136580) iron-regulated transporter 2 
esculentum] 



[Lycopersicon 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390717 

21728JL.R1084 

uC-osflM202097h04bl 

BLASTX 

g6015106 

193 

2.0e-14 

190 

31 

C-14 STEROL REDUCTASE (STEROL CI 4 -REDUCTASE) 
>giJL805625_emb__CAA71650_ (Y10624) sterol C-14 reductase 
[Ascobolus immersus] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



390718 

21736_1.R1084 

g2443147 

BLASTX 

gll70088 

191 

3.0e-14 
81 



49685 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



48 

GLUTATHIONE S-TRANSFERASE APIC (GST CLASS-PHI) 

>gi_67 6880_dbjJBAA06150_ (D29680) The expression is induced 

by aluminium treatment and Pi starvation. [Nicotiana 

tabacum] >gi_1094818_prf 2106387B Al-induced protein 

[Nicotiana tabacum] 

390719 

21749JL.R1084 

LIB3434-007-P1-K1-B3 

BLASTX 

gl086252 

175 

1.0e-14 

111 
44 

sucrose cleavage protein - Potato >gi_7 07001_bbs__157 931 
(S74161) sucrolytic enzyme/f erredoxin homolog [Solanum 

tuberosum=potatoes, cv. Cara, leaf, Peptide, 322 aa] 
[Solanum tuberosum] 

390720 

21758_1.R1084 

g3548945 

BLASTX 

g4220474 

344 

9.0e-46 

209 

57 

(AC006069) putative myosin heavy chain [Arabidopsis 
thaliana] 

390721 

21771JL.R1084 

LIB3434-007-P1-K1-D12 

BLASTX 

g4454472 

302 

4.0e-27 

114 
54 

(AC006234) unknown protein [Arabidopsis thaliana] 
390722 

21775JL.R1084 

g3762442 

BLASTX 

g4107276 

543 

3.0e-55 

194 
65 

(X98506) acetyl-CoA synthetase [Solanum tuberosum] 
390723 

21775 2.R1084 



49686 





5 '-most EST 


LIB3479-012-Q6-K1-C6 




Method 


BLASTX 




vi \s O J. o JL 


cr4107276 




BLAST score 


1575 




E value 


0.0e+00 




Match length 


380 




% identity 


82 




NCBI Description 


(X98506) acetyl-CoA synthetase 




Seq. No. 


390724 




Contig ID 


21781 1.R1084 




5' -most EST 


LIB3434-007-P1-K1-E10 




Method 


BLASTX 




NCBI GI 


g2088650 






363 




E value 


1.0e-34 




Match length 


117 


.ass. 


% identity 


62 


"pes? 


NCBI Description 


(AF002109) peroxisomal ATP/ADP 


CP 




[Arabidopsis thaliana] 




Seq. No. 


390725 


_ff 


Contig ID 


21784 1.R1084 




5 1 -most EST 


uC-osflcyp057g09bl 




Method 


BLASTX 


ijssS: 


NCBI GI 


g3128209 




BLAST score 


271 


si; 


E value 


2.0e-23 


a™""" 


Match length 


106 



[Solanum tuberosum] 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33 

(AC004077) unknown protein [Arabidopsis thaliana] 
390726 

21785JL.R1084 

g427738 

BLASTX 

g2285792 

288 

9.0e-26 

69 

78 

(AB004568) cyanase [Arabidopsis thaliana] 

>gi_3287503_dbj_BAA31224_ (AB015748) cyanase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



390727 

21789JL.R1084 
g2312630 



Seq. No. 
Contig ID 
5 '-most EST 



390728 

21798_1.R1084 
LIB3434-007-P1-K1-F4 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



390729 

21824JL.R1084 

LIB3434-007-P1-K1-H9 

BLASTX 



49687 





y'io jujoo 


BLAST score 


253 


E value 


3.0e-21 


Match length 


162 


% identity 


40 


NCBI Description 


(AC007357) F3F19.5 [Arabidopsis thaliana] 


Seq. No. 


390730 


Contig ID 


21836 1.R1084 


5 '-most EST 


LIB3434-035-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4538939 


dLAdI score 




E value 


5.0e-66 


Match length 


157 


% identity 


76 


NCBI Description 


(AL04 9483) Col-0 casein kinase I-like protein [Arabidops. 




thaliana] 


Seq. No. 


390731 


Contig ID 


21839 1.R1084 


5' -most EST 


LIB3434-008-P1-K1-B11 


Method 


BLASTX 




g4 4uo / oy 


BLAST score 


349 


E value 


9.0e-33 


Match length 


163 


% identity 


48 


NCBI Description 


(AC006836) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


390732 


Contig ID 


21844 1.R1084 


5' -most EST 


LIB34 34-008-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl943751 


BLAST score 


356 


E value 


z . ue-Jo 


Match length 


112 


% identity 


69 


NCBI Description 


(U9384 5) Arabidopsis thaliana ER-type calcium pump 




protein, complete sequence ^gi zu/ozyz [u^o^dd) HiK— nype 




Ca2+-pumping ATPase; ECAlp [Arabidopsis thaliana] 


Seq. No. 


390733 


Contig ID 


Z lo4 / 1 . KlUo4 


5' -most EST 


LIB34 34-008-P1-K1-B9 


Seq. No. 


390734 


Contig ID 


21850 1.R1084 


5' -most EST 


LIB3434-008-P1-K1-C12 


Seq. No. 


390735 


Contig ID 


21860 2.R1084 


5' -most EST 


uC-osrocyp011d07bl 


Method 


BLASTX 


NCBI GI 


g5734462 


BLAST score 


161 



49688 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-10 

128 

34 

(AL109832) hypothetical protein [Schizosaccharomyces pombe] 
>gi_5 91237 5_emb_CAB55 874 . 1_ (Z66568) hypothetical protein 
[Schizosaccharomyces pombe] 

390736 

21864_1.R1084 

g2428213 
BLASTX 
g3047114 
559 

5.0e-57 

255 

48 

(AF058 919) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



390737 

21868JL.R1084 

LIB3434-008-P1-K1-D9 

BLASTX 

g2225982 

179 

9.0e-13 

127 
35 

(Z97193) glnA3 [Mycobacterium tuberculosis] 
390738 

21871_1.R1084 
LIB3434-008-P1-K1-E11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



390739 

21874_1.R1084 

uC-osflcypl56c03bl 

BLASTX 

gl915960 

517 

5.0e-73 

223 
38 

(Y07636) peptidylprolyl isomerase [Triticum aestivum] 
390740 

21877_JL. R1084 
LIB3434-008-P1-K1-E7 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



390741 

21886_1.R1084 

g2310257 

BLASTX 

gl001478 

196 

6.0e-15 

123 
38 



49689 



€1 



NCBI Description (D63999) hypothetical protein [Synechocystis sp.] 



Seq. No. 
Contig ID 
5 1 -most EST 



390742 

21891_1.R1084 
LIB3434-008-P1-K1-G10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390743 

21895_1.R1084 

LIB3434-008-P1-K1-G4 

BLASTX 

g3790569 

164 

3.0e-ll 

56 
50 

(AF078822) RING-H2 finger protein RHA2a [Arabidopsis 
thaliana] >gi_5 1038 08_gb_AAD39 638 . 1_AC007591_3 (AC007591) 
Identical to gb__AF078822 RING-H2 finger RHA2a protein from 
Arabidopsis thaliana. ESTs gb_N37587, gb_T04 684, 
gb_AA394318, gb_Z35014 and gb_AA713343 come from this gene 

390744 

21907_1.R1084 

LIB3434-009-P1-K1-A11 

BLASTX 

gll71866 

468 

1.0e-46 

104 

83 

NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 
(COMPLEX I-20KD) (CI-20KD) >gi_629601_pir_S48826 NADH 
dehydrogenase (ubiquinone) (EC 1.6.5.3) chain PSST - wild 
cabbage >gi_562282_emb_CAA57725_ (X82274) PSST subunit of 
NADH: ubiquinone oxidoreductase [Brassica oleracea] 

390745 

21910JL.R1084 

g2796273 

BLASTX 

g6017110 

247 

7.0e-21 

53 

81 

(AC009895) unknown protein [Arabidopsis thaliana] 
390746 

21915_1.R1084 

g426833 

BLASTX 

g2583108 

462 

1.0e-92 

301 
60 

(AC002387) putative surface protein [Arabidopsis thaliana] 



49690 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390747 

21921JL.R1084 
LIB3434-009-P1-K1-B4 

390748 

21922_1.R1084 
LIB3434-009-P1-K1-B6 

390749 

21927_1.R1084 

LIB3434-009-P1-K1-C10 

BLASTX 

g4503363 

385 

4 ,0e-44 

131 
71 

dolichyl-phosphate mannosyltransf erase polypeptide 1 
>gi_3062806_dbj_BAA25646_ (D86198) 
dolichol-phosphate-mannose synthase [Homo sapiens] 
>gi_5817251_ernb__CAB53749.1_ (AL034553) dJ914P20.1 
(dolichyl-phosphate mannosyltransf erase polypeptide 1, 
catalytic subunit) [Homo sapiens] 

390750 

21928JL.R1084 

uC-osf Icypl54a06al 

BLASTX 

g4507711 

144 

7.0e-09 

48 
60 

tetratricopeptide repeat domain 1 >gi_1688074 (U4 6570) 
tetratricopeptide repeat protein [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



390751 

21929JL.R1084 

LIB3434-033-P1-K1-C4 

BLASTX 

g2832660 

539 

6.0e-55 

212 

51 

(AL021710) lipase-like protein [Arabidopsis thaliana] 
390752 

21932_1.R1084 
LIB3434-009-P1-K1-E8 

390753 

21938_1.R1084 
g5003603 
BLASTX 
g5596468 



49691 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



637 

4.0e-66 

215 

55 

(AL096882) putative protein [Arabidopsis thaliana] 
390754 

21941_1.R1084 
LIB3434-009-P1-K1-D2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390755 

21947_1.R1084 

LIB3434-04 0-P1-K1-D3 

BLASTN 

g3805839 

53 

1.0e-20 

203 
29 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4B14 
(ESSA project) 

390756 

21951_1.R1084 

LIB3434-009-P1-K1-E3 

BLASTX 

g4325345 

712 

2.0e-80 

220 
26 

(AF128393) similar to thioredoxin-like proteins (Pfam: 
PF00085, Score=42.9, E=l . 46-11, N=l) ; contains similarity 
to dihydroorotases (Pfam: PF00744, Score=154.9, £=1.46-42, 
N=l) [Arabidopsis thaliana] 

390757 

21953_1.R1084 

LIB3434-009-P1-K1-E5 

BLASTX 

gll69782 

201 

2.0e-22 

78 

71 

FUSCA PROTEIN FUS6 >gi_43244 6 (L264 98) FUS6 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



390758 

21958_1.R1084 
LIB3434-009-P1-K1-F1 



Seq. No. 
Contig ID 
5' -most EST 



390759 

21960_1.R1084 
LIB3434-009-P1-K1-F11 



Seq. No. 



390760 



49692 



uoni-iy JlU 




5 '-most EST 


uC-osflcyp005a07bl 


Seq. No. 


390761 




Z. -L _? / Q X.CN.J.UCJI 


5 T -most EST 


LIB3434-016-P1-K1-B6 


Seq. No. 


390762 


Contig ID 


21982 1.R1084 


5 '-most EST 


LIB3434-009-P1-K1-H11 


Seq. No. 


390763 


Contig ID 


21990 1.R1084 


5 f -most EST 


uC-osflm202100el2bl 


Method 


BLASTX 


NCBI GI 


g3142301 


BLAST score 


292 


E value 


3.0e-26 


Match length 


140 


% identity 


52 


NCBI Description 


(AC002411) Contains s 



molecule 2, large isoform precursor gb_M7 6710 from Xenopus 
laevis, and beta transducin from S. cerevisiae gb_Q0594 6. 
ESTs gb_N65081 gb_Z30910, gb_Z34190, gb_Z34611, gb_R30101 7 
gb_H3630 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



.R1084 

-042-P1-K1-G1 



390764 
21994_1. 
LIB3434- 
BLASTN 
gl245938 
36 

2.0e-10 

36 

62 

rabClC-2 beta=chloride channel C1C-2G isoform [rabbits, 
heart atrium, mRNA, 2998 nt] 

390765 

22002_1.R1084 

uC-osflcyp051a07bl 

BLASTX 

g4587570 

260 

3.0e-22 

186 

35 

(AC006550) Strong similarity to gi_2244833 centromere 
protein homolog from Arabidopsis thaliana chromosome 4 
contig gb_Z97337. ESTs gb_T20765 and gb_AA586277 come from 
this gene 

390766 

22005JL.R1084 

LIB3434-010-P1-K1-B3 

BLASTX 

gl24036 



49693 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



181 

2.0e-13 

63 

26 

BOWMAN- B IRK TYPE BRAN TRYPSIN INHIBITOR (RBTI } 

>gi_47 6550_pir TIRZBR trypsin inhibitor (Bowman-Birk) 

rice >gi_359095__prf 1310273A trypsin inhibitor [Oryza 

sativa] 



Seq. No. 


390767 


Contig ID 


22006 1.R1084 


5 '-most EST 


LIB3434-010-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2935529 


BLAST score 


8 65 


E value 


4 . Ue-9o 


Match length 


194 


% identity 


78 


NCBI Description 


(AF049069) No definition line found [Pinus radiata 


Seq. No. 


390768 


Contig ID 


22024 1.R1084 


5 '-most EST 


g4715029 


Method 


BLASTX 


NCBI GI 


g3540195 


BLAST score 


824 


E value 


5.0e-88 


Match length 


343 


% identity 


20 


NCBI Description 


(AC004260) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


o r\ r\ ""7 f <\ 

3907 69 


Contig ID 


22025 1.R1084 


5 '-most EST 


g428451 


Seq. No. 


*~i r\ r\ "~t 'i r\ 

390770 


Contig ID 


22028 1.R1084 


5' -most EST 


LIB34 34-010-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g5923o75 


BLAST score 


597 


E value 


6.0e-65 


Match length 


242 


% identity 


55 


NCBI Description 


(AC009326) putative mRNA capping enzyme, RNA 




guanylyltransf erase [Arabidopsis thaliana] 


Seq. No. 


390771 


Contig ID 


22040_1.R1084 


5 '-most EST 


uC-osrocyp010c05al 


Seq. No. 


390772 


Contig ID 


22044 1.R1084 


5 '-most EST 


uC-osflcyp022e03bl 


Seq. No. 


390773 


Contig ID 


22045__1.R1084 



49694 



5 T -most EST 



LIB3434-010-P1-K1-F11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390774 

22048_1.R1084 

uC-osflcypl43a07bl 

BLASTX 

g4567247 

345 

2.0e-32 

110 

62 

(AC007070) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



390775 

22049JL. R1084 
LIB3434-010-P1-K1-F4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390776 

22051JL. R1084 

LIB34 34-010-P1-K1-F6 

BLASTX 

g5679842 

737 

4.0e-78 

139 

99 

(AJ243961) 11332.6 [Oryza sativa] 



Seq. No. 

Contig ID 
5 '-most EST 



390777 

22058_1.R1084 
LIB3434-010-P1-K1-G2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390778 

22066_1.R1084 

LIB3434-010-P1-K1-H10 

BLASTX 

g2244787 

453 

1.0e-44 

149 
58 

(Z97335) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



390779 

22071_1.R1084 
g2796411 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>R1084 

-011-P1-K1-A4 



390780 
22080JL. 
LIB3434- 
BLASTX 
g2129578 
999 

1.0e-108 

217 
86 

dTDP-glucose 4-6-dehydratases homolog 



Arabidopsis 



49695 



0 



Seq. No. 
Contig ID 
5' -most EST 



thaliana >gi_928 932_emb_CAA89205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 

390781 

22081_1.R1084 
LIB3434-011-P1-K1-A5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390782 

22082_1.R1084 

g428271 

BLASTX 

g5734786 

517 

1.0e-58 

150 
76 

(AC007980) Similar to oligopeptidases [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



390783 

22083_1.R1084 
LIB3434-034-P1-K1-G7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390784 

22084_1.R1084 

LIB3434-011-P1-K1-A8 

BLASTX 

g5051781 

567 

4.0e-58 

196 

61 

(AL078 637) transport inhibitor response-like protein 
[Arabidopsis thaliana] 

390785 

22086JL.R1084 

LIB3434-011-P1-K1-B1 

BLASTX 

g2506139 

1414 

1.0e-157 

369 
74 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_131404 9_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



390786 

22092_1.R1084 
g568422 

390787 

22098_2.R1084 

LIB34 34-035-P1-K1-G8 



49696 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390788 

22100JL.R1084 

LIB3434-011-P1-K1-C3 

BLASTX 

g2511715 

383 

1.0e-36 

111 
68 

(AF019380) putative phosphatidylinositol-4-phosphate 
5-kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390789 

22108_1.R1084 
g3762034 

390790 

22112_1.R1084 

g2310391 

BLASTX 

g3355471 

288 

1.0e-25 

92 
55 

(AC004218) putative lysophospholipase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390791 

22117_1.R1084 

uC-osflcypl20a09bl 

BLASTX 

g4027891 

503 

6.0e-51 

137 
66 

(AF04 9350) alpha-expansin precursor [Nicotiana tabacum] 
390792 

22130_1.R1084 

g570019 

BLASTX 

g4490309 

338 

2.0e-31 

125 

51 

(AL035678) peroxidase ATP17a-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



390793 

22132JL.R1084 
LIB3434-011-P1-K1-F4 



Seq. No. 



390794 



49697 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22141JL.R1084 

g2427752 

BLASTX 

g5803167 

353 

4.0e-36 

245 

36 

pre-mRNA splicing factor SF3a (60kD), similar to S. 
cerevisiae PRP9 (spliceosome-associated protein 61) 

>gi_1082798_pir A55749 spliceosome-associated protein SAP 

61 r human >gi_508723 (U08815) SAP 61 [Homo sapiens] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390795 

22146JL.R1084 

LIB3434-011-P1-K1-G7 

BLASTX 

g4929689 

314 

6.0e-31 

100 

63 

(AF151868) CGI-110 protein [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390796 

22156_1.R1084 

uC-osflcypl09h07bl 

BLASTX 

g4850408 

317 

3.0e-51 

229 
47 

(AC007357) Contains PF__00097 Zinc finger (C3HC4) ring 
finger motif. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390797 

22163JL.R1084 

LIB3434-012-P1-K1-A3 

BLASTX 

g5922606 

372 

6.0e-46 

106 

86 

(AP000492) EST AU031699 (R0618 ) corresponds to a region of 
the predicted gene.; similar to pollen specific like 
protein. (AL021710) [Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



390798 

22164_1.R1084 

g2275799 

BLASTX 

g4679028 

394 

7.0e-38 
174 



49698 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

(AF077207) HSPC021 [Homo sapiens] 

>gi_5106781_gb_AAD39841.1_ (AF083243) HSPC025 [Homo 
sapiens] 

390799 

22170_1.R1084 
g3767725 

390800 

22176JL.R1084 

LIB3434-012-P1-K1-B6 

BLASTX 

g4581162 

523 

5.0e-53 

118 

86 

(AC006220) 
thaliana] 



putative symbiosis-related protein [Arabidopsis 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 * -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



390801 

22181_1.R1084 

g428689 

BLASTX 

g2425066 

130 

1.0e-12 

131 
37 

(AF019147) cysteine proteinase Mir3 [Zea mays] 
390802 

22187_1.R1084 
LIB3434-012-P1-K1-C7 



390803 

22189_1.R1084 
g702803 

390804 

22207JL.R1084 

g571559 

BLASTX 

g5106785 

150 

5.0e-13 

170 

30 

(AF083245) HSPC027 



[Homo sapiens] 



390805 

22217_1.R1084 
LIB3434-012-P1-K1-F3 



Seq. No. 

Contig ID 



390806 

22218 1.R1084 



49699 



0 



5' -most EST LIB3434-012-P1-K1-F4 



Seq. No. 


390807 


Contig ID 


22228_1.R1084 


ilLU o L. LO 1 


Lj J XZ. J_ \J 


Method 


BLASTX 


NCBI GI 


g3128180 


BLAST score 


1690 


E value 


0.0e+00 


Match length 


409 


% identity 


78 


NCBI Description 


(AC004521) citrate synthetase [Arabidopsis thaliana] 


Seq. No. 


390808 


Contig ID 


22230 1.R1084 


5 T -most EST 


uC-osroM202035h04bl 


Method 


BLASTX 


NCBI GI 


gl351270 


DT ACT cij-iava 

D-Liio l score 




E value 


1.0e-105 


Match length 


237 


% identity 


81 


NCBI Description 


TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 




>gi 478410 pir JQ2255 triose-phosphate isomerase (E 




5.3.1.1) - rice >gi_169821 (M87064) triosephosphate 




isomerase [Oryza sativa] 


Seq. No. 


390809 


Contig ID 


22231 1.R1084 


5 T -most EST 


LIB3434-042-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g5729706 


BLAST score 


222 


E value 


1.0e-17 


Match length 


79 


% identity 


43 


NCBI Description 


(AC007 927) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390810 

22234_1.R1084 

uC-osflcypl09b09bl 

BLASTX 

gl620896 

872 

8.0e-94 

259 

67 

(D87956) protein involved in sexual development 
[Schizosaccharomyces pombe] >gi_2408048_emb_CAB16251_ 
(Z99164) hypothetical protein [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



390811 

22235_1.R1084 

uC-osrocyp017e01bl 

BLASTX 

g5815235 

478 



49700 



E value 


7.0e-71 


Match length 


188 


% identity 


71 


NCB1 Description 


(AF17364 0) splicing factor SRI [Arabidopsis thaliana] 


Seq. No. 


390812 


Contig ID 


22248 1.R1084 


5' -most EST 


uC-osflcyp033h03bl 


Method 


BLASTX 


NCBI GI 


g5262777 


BLAST score 


423 


E value 


2.0e-41 


Match length 


123 


% identity 


63 


NCBI Description 


(AL080282) fatty acid hydroxylase-like protein [Arabid< 




thaliana] 


Seq, No. 


390813 


Contig ID 


22256 1.R1084 


5' -most EST 


uC-osflM202082b09bl 


Method 


BLASTX 


NCBI GI 


g4 9o2ol)y 


BLAST score 


169 


E value 


1.0e-ll 


Match length 


35 


% identity 


89 


NCBI Description 


(AC000107) F17F8.15 [Arabidopsis thaliana] 


Seq. No. 


390814 


Contig ID 


22267 1.R1084 


5' -most EST 


g700320 


Method 


BLASTX 


NCBI GI 


gjyz4 oil 


BLAST score 


691 


E value 


1.0e-72 


Match length 


211 


% identity 


63 


NCBI Description 


(AF069442) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


390815 


Contig ID 


22272 1.R1084 


5 '-most EST 


g2312801 


Method 


BLASTX 


NCBI GI 


g2244834 


BLAST score 


499 


E value 


4.0e-50 


Match length 


292 


% identity 


42 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


390816 


Contig ID 


22287 1.R1084 


5 T -most EST 


LIB34 34-013-P1-K1-E3 


Seq. No. 


390817 


Contig ID 


22292_1.R1084 


5 T -most EST 


uC-osrocyp036allbl 



49701 



^1 





Seq. No. 


390818 




Contig ID 


22294 1.R1084 




5' -most EST 


LIB3434-013-P1-K1-E9 




Seq. No. 


390819 




Contig ID 


22300 1.R1084 




5' -most EST 


g427816 




Method 


£5 .brio 1 A 




NCBI GI 


g5051773 




BLAST score 


238 




E value 


8.0e-22 




Match length 


lou 




% identity 


42 




NCBI Description 


(AL078637) putative ; 




Seq. No. 


oyuozu 




Contig ID 


22313 1.R1084 




5 '-most EST 


g571810 


T ssir 


Seq. No. 






Contig ID 


22314 1.R1084 




5' -most EST 


g3768012 




Seq. No. 






Contig ID 


22314 2.R1084 


r-n 


5 T -most EST 


g3763356 




Seq. No. 


390823 




Contig ID 


22315_1.R1084 




5' -most EST 


uC-osrocyp02 6e03al 


Pi 


Seq. No. 


390824 




Contig ID 


22321 1.R1084 




5 '-most EST 


uC-osflcypl09h05bl 




Method 


BLASTX 




NCBI GI 


gl23549 




BLAST score 


470 




E value 


1.0e-46 




Match length 


143 




% identity 


68 




NCBI Description 


17.5 KD CLASS II HE£ 






heat shock protein, 






(X54076) 18kDa heat 



18K 



:K PROTEIN >gi_100885_pir S14 998 

maize >gi_22339_emb_CAA38013_ 



Seq. No. 
Contig ID 
5 '-most EST 



390825 

22323_1.R1084 
LIB3434-013-P1-K1-H4 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



390826 

22342JL.R1084 

g5667337 

BLASTX 

g5714737 

199 

1.0e-14 
280 



49702 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25 

(AF171060) RING finger protein A07 [Mus musculus] 
390827 

22347_1.R1084 

LIB3434-014-P1-K1-B9 

BLASTX 

g5596470 

408 

8.0e-40 

90 

84 

(AL096882) protein phosphatase type 1 PP1BG [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



390828 

22361_2.R1084 
g426314 

390829 

22365_1.R1084 
g699764 

390830 

22365__2.R1084 
LIB3434-016-P1-K1-H3 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



390831 

22365_3.R1084 
g701842 

390832 

22370_1.R1084 

uC-osflcyp078al0bl 

BLASTX 

g2499005 

304 

3.0e-27 

212 

41 

4 -METHYL- 5 { B-HYDROXYETHYL ) -THIAZOLE MONOPHOSPHATE 
BIOSYNTHESIS ENZYME >gi_1100872 (U34923) ThiJ [Escherichia 
coli] >gi_1773108 (U82664) 

4-methyl-5 (b-hydroxyethyl) -thiazole monophosphate 
biosynthesis protein [Escherichia coli] >gi__1786626 
(AE000148 ) 4-methyl-5 (beta-hydroxyethyl) -thiazole 
monophosphate synthesis [Escherichia coli] 

390833 

22373_1.R1084 
LIB3434-014-P1-K1-E11 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



390834 

22374JL.R1084 

LIB3434-014-P1-K1-E12 

BLASTX 

g4008156 



49703 



BLAST score 


619 


E value 


3.0e-64 


Match length 


235 


% identity 


54 


NCBI Description 


(AB008845) NADH dependent Glutamate Synthase [Oryza sat. 


Seq. No. 


390835 


Contig ID 


22376 1.R1084 


5 '-most EST 


g4880877 


Method 


BLASTX 


NPRT GT 

LN LJ _L VJ J_ 


CT 1 61 9^00 


BLAST score 


808 


E value 


3.0e-86 


Match length 


190 


% identity 


79 


NCBI Description 


(X95269) LRR protein [Lycopersicon esculentum] 


Seq. No. 


390836 


Contig ID 


22382 1.R1084 


5 T -most EST 


LIB34 7 9-010-Q6-K1-G9 


Method 


BLASTX 


L\ \-r Lj -L O J_ 




BLAST score 


460 


E value 


1.0e-45 


Match length 


165 


% identity 


d y 


NCBI Description 


(AC006585) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


390837 


Contig ID 


22385 1.R1084 


5' -most EST 


LIB3434-014-P1-K1-F12 


Seq. No. 


390838 


Contig ID 


22386 1.R1084 


5 '-most EST 


uC-osflM202097hllbl 


Method 


BLASTX 


NCBI GI 


g544184 


BLAST score 


682 


E value 


6.0e-92 


Match length 


241 


Or A Hf^rrt - "i +■ \t 
O _HJ.Ci.ll — L l. _y 


u o 


NCBI Description 


4 - AL P H A- GLUCANO TRANSFERASE PRECURSOR (AMYLOMALTASE ) 




(DISPROPORTIONATING ENZYME) (D-ENZYME) 




>gi 322785 pir A45049 4-alpha-glucanotransf erase (EC 




2.4.1.25) - potato >gi__296692_emb_CAA48 630_ (X68664) 




4-alpha-glucanotransf erase [Solanum tuberosum] 


Seq. No. 


390839 


Contig ID 


22388 1.R1084 


5 '-most EST 


LIB3434-014-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3894168 


BLAST score 


190 


E value 


2.0e-14 


Match length 


114 


% identity 


40 


NCBI Description 


(AC005312) similar to phloem-specific lectin [Arabidops. 



49704 



thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390840 

22391_1.R1084 

g5056118 

BLASTX 

g4102839 

161 

2.0e-16 

149 
38 

(AF016713) LeOPTl [Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5 1 -most EST 



390841 

22393_1.R1084 
LIB3434-014-P1-K1-F9 



Seq. No. 
Contig ID 
5' -most EST 



390842 

22395JL.R1084 
g3767204 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390843 

22397_1.R1084 

LIB3434-014-P1-K1-G12 

BLASTX 

g4511988 

323 

8.0e-30 

151 

48 

(AF088896) ubiquinone methyltransf erase [Zymomonas mobilis] 
390844 

22399_1.R1084 

g2275792 
BLASTX 
gl30709 
519 

3.0e-64 

132 
93 

SERINE /THREONINE PROTEIN PHOSPHATASE PP1 

>gi_322875_pir S29317 phosphoprotein phosphatase (EC 

3.1.3.16) 1 - maize >gi_168723 (M60215) protein 

phosphatase-1 [Zea mays] >gi_44558 6_j?rf 1909338A protein 

phosphatase 1 [Zea mays] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390845 

22399_2.R1084 

uC-osflcyp007c06bl 

BLASTX 

gl30709 

115 

1.0e-13 

51 

78 

SERINE/THREONINE PROTEIN PHOSPHATASE PP1 



49705 



€1 



Seq. No. 

Contig ID 
5 T -most EST 



>gi_322875_pir S29317 phosphoprotein phosphatase (EC 

3.1.3.16) 1 - maize >gi_168723 (M60215) protein 

phosphatase-1 [Zea mays] >gi_4 4558 6_prf 1909338A protein 

phosphatase 1 [Zea mays] 

390846 

22403JL.R1084 
LIB3434-014-P1-K1-G9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390847 

22406_1.R1084 

LIB3434-014-P1-K1-H11 

BLASTX 

g2231312 

893 

3.0e-96 

197 

87 

(U75603) AtRabl8 [Arabidopsis thaliana] 
390848 

22429JL.R1084 
g4716544 

390849 

22442JL.R1084 

uC-osflcypl41e04bl 

BLASTX 

g3600033 

862 

1.0e-92 

287 
60 

(AF080119) contains similarity to the N terminal domain of 
the El protein (Pfam: ElJSI.hmm, score: 12.36) [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



390850 

22450_1.R1084 
LIB3475-012-P1-K1-A1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390851 

22470_1.R1084 

LIB3434-015-P1-K1-F3 

BLASTX 

gl778147 

468 

1.0e-46 

96 
97 

(U66403) phosphate/phosphoenolpyruvate translocator 
precursor [Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



390852 

22474JL.R1084 

g5004605 

BLASTX 



49706 



0 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



g629772 
1091 

1.0e-119 

239 

88 

beta-ketoacyl-ACP synthase - barley 

>gi_4 98740_emb_CAA84022_ (Z34268) beta-ketoacyl-ACP 

synthase [Hordeum vulgare] 

390853 

22479_1.R1084 

g4879132 

BLAST N 

g6063530 

91 

2.0e-43 

163 
93 

Oryza sativa genomic DNA, chromosome 3, clone : P0043E01 
390854 

22493__1.R1084 

g2442227 

BLASTX 

gl532171 

280 

1.0e-25 

97 

61 

(U63815) AT. I. 24-9 gene product [Arabidopsis thaliana] 
390855 

22494JL.R1084 
LIB3434-015-P1-K1-H6 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



390856 

22504_2.R1084 
g427169 

390857 

22513_1.R1084 

LIB3434-016-P1-K1-B2 

BLASTX 

g3377794 

240 

3.0e-20 

77 
64 

(AF034572) proteasome IOTA subunit [Glycine max] 
390858 

22528_1.R1084 

g2310715 

BLASTX 

gll74162 

406 

1.0e-39 



49707 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



80 

(U44976) ubiquit in-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 
390859 

22533_1.R1084 

uC-osflcyp021h09bl 

BLASTX 

g5931761 

633 

8.0e-74 

208 
55 

(AJ234 901) acetolactate synthase small subunit [Nicotiana 
plumbagini folia] 

390860 

22540_1.R1084 

LIB3434-016-P1-K1-D7 

BLASTX 

g2224812 

260 

2.0e-22 

127 

46 

(Z97023) cysteine endopeptidase EP-A [Hordeum vulgare] 
390861 

22543_1.R1084 

LIB3474-006-P1-K1-H3 

BLASTX 

g300265 

795 

4.0e-85 

174 

92 

HSP68=68 kda heat-stress DnaK homolog [Lycopersicon 
peruvianum=tomatoes, Peptide Mitochondrial Partial, 580 aa] 

390862 

22547_1.R1084 

LIB34 34-01 6-P1-K1-E2 

BLASTX 

gl710424 

265 

8.0e-28 

103 

67 

SOS RIBOSOMAL PROTEIN L21, CHLOROPLAST PRECURSOR (CL21) 

>gi_2129718_pir S71282 ribosomal protein L21 - Arabidopsis 

thaliana->gi_1149573_emb_CAA8 9887_ (Z49787) chloroplast 
ribosomal large subunit protein L21 [Arabidopsis thaliana] 

390863 

22551 1.R1084 



49708 



€1 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3474-005-P1-K1-E12 

BLASTX 

g5734502 

821 

4.0e-88 

174 

89 

(AJ010712 ) glucose- 6-phosphate 1-dehydrogenase [Solanum 
tuberosum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390864 

22566_1.R1084 

uC-osroM202016a05bl 

BLASTX 

g2493646 

647 

1.0e-67 

230 
51 

MITOCHONDRIAL CHAPERONIN HSP60-2 PRECURSOR >gi_309559 
(L21008) chaperonin 60 [Zea mays] >gi_309561 (L21006) 
mitochondrial chaperonin 60 [Zea mays] 



Seq. No. 


390865 


Contig ID 


22567 1.R1084 


5 1 -most EST 


LIB3434-016-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g5689994 


BLAST score 


164 


E value 


6.0e-ll 


Match length 


105 


% identity 


29 


NCBI Description 


(AL109731) hypothetical protein 


Seq. No. 


390866 


Contig ID 


22570 1.R1084 


5' -most EST 


LIB3434-016-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2271477 


BLAST score 


468 


E value 


1.0e-46 


Match length 


94 


% identity 


91 


NCBI Description 


(AF009631) AP47/50p [Arabidopsi; 


Seq. No. 


390867 


Contig ID 


22586 1.R1084 


5 T -most EST 


LIB3434-016-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2204077 


BLAST score 


170 


E value 


1.0e-15 


Match length 


91 


% identity 


52 


NCBI Description 


(D85623) extracellular insoluble 


Seq. No. 


390868 



49709 



Contig ID 
5 T -most EST 



22592_1.R1084 
LIB3434-017-P1-K1-A3 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



390869 

22594_1.R1084 
g5667497 

390870 

22598_1.R1084 

uC-osflM2020117allal 

BLASTX 

g5051775 

448 

4.0e-44 

138 

62 

(AL078637) putative protein [Arabidopsis thaliana] 
390871 

22598_2.R1084 
uC-osroM202032a05bl 



Seq. No. 
Contig ID 
5' -most EST 



390872 

22601_1.R1084 
LIB3434-017-P1-K1-B11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



390873 

22604_1.R1084 

LIB3434-017-P1-K1-B3 

BLASTX 

g3551257 

255 

6.0e-22 

92 

22 

(AB012708) 98b [Daucus carota] 
390874 

22607_1.R1084 
LIB3434-019-P1-K1-E8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



390875 

22608_2.R1084 

uC-osflcyp012bl0bl 

BLASTX 

g4884932 

485 

9.0e-49 

117 

72 

(AF141659) AtHVA22a [Arabidopsis thaliana] 
>gi_4884944_gb_AAD31885.1_AF141977_l (AF141977) AtHVA22a 
[Arabidopsis thaliana] 

390876 

22611_1.R1084 
g568331 



49710 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g2773404 

346 

2.0e-32 

165 

47 

(AF041255) 



pyridoxal kinase [Sus scrofa] 



390877 

22615_1.R1084 
LIB3434-017-P1-K1-C2 
BLASTX 
g399028 
174 

3.0e-12 

62 
52 

ALLIIN LYASE PRECURSOR (ALLIINASE) (CYSTEINE SULPHOXIDE 

LYASE) >gi_419808_pir S29302 alliin lyase (EC 4.4.1.4) 

precursor - garlic >gi_16109_emb_CAA78268_ (Z12622) 
precursor alliinase [Allium sativum] 

390878 

22619JL.R1084 

LIB3434-017-P1-K1-C6 

BLASTX 

g2982458 

757 

2.0e-80 

207 

72 

(AL022223) putative protein [Arabidopsis thaliana] 
390879 

22631JL.R1084 
g427438 

390880 

22632_1.R1084 
LIB3434-017-P1-K1-E1 

390881 

22637JL.R1084 

gl631446 

BLASTX 

g5903103 

249 

7.0e-21 

148 
36 

(AC008017) Hypothetical protein [Arabidopsis thaliana] 
390882 

22640_1.R1084 
LIB3434-017-P1-K1-E6 



Seq. No. 



390883 



49711 



# 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22645_1.R1084 

uC-osflcypl57f02bl 

BLASTX 

g4530611 

540 

1.0e-66 

129 
98 

(AF134552) serine/threonine protein phosphatase PP2A-2 
catalytic subunit [Oryza sativa subsp. indica] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390884 

22646_1.R1084 

LIB3599-001-P1-K6-C4 

BLASTX 

g5042424 

442 

2.0e-43 

152 
54 

(AC006193) Hypothetical Protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390885 
22663JL 
LIB3434 
BLASTX 
g5725430 
162 

7.0e-ll 

47 

64 

(AL109787) 
thaliana] 



R1084 
017-P1- 



■K1-G6 



stress responsive protein homolog [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



390886 

22664_1.R1084 

g2428693 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390887 

22669JL.R1084 

LIB3434-017-P1-K1-H4 

BLASTX 

g285636 

210 

2.0e-21 

66 
82 

(D14161) ORF [Hordeum vulgare] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



390888 

22676_1.R1084 

LIB3434-018-P1-K1-A12 

BLASTX 

g3152568 

483 

2.0e-48 

162 



49712 



% identity 

NCBI Description 



59 

(AC00298 6) Similar to hypothetical protein product 
gb_Z97337 from A. thaliana. EST gb_H76597 comes from this 
gene. [Arabidopsis thaliana] 



Seq. No. 


390889 


Contig ID 


22697 1.R1084 


5' -most EST 


LIB3434-018-P1-K1-C1 


Method 


,D-Urt.O 1 A 


NCBI GI 


g2982432 


BLAST score 


294 


E value 


3.0e-26 


Match length 


102 


% identity 


59 


NCBI Description 


(AL022224) putative protein [Arabidopsis 


Seq. No. 


390890 


Contig ID 


22706 1.R1084 


5 '-most EST 


LIB3434-018-P1-K1-C8 


Seq. No. 


390891 


Contig ID 


22707_1.R1084 


5 1 -most EST 


LIB34 34-01O-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3142303 


BLAST score 


761 


E value 


5.0e-81 


Match length 


175 


% identity 


43 


NCBI Description 


(AC002411) Strong similarity to MRP-like 




gb U92650 from A. thaliana and canalicul. 




resistance protein gb_L4 9379 from Rattus 




[Arabidopsis thaliana] 


Seq. No. 


390892 


Contig ID 


22709 1.R1084 


5' -most EST 


LIB3434-018-P1-K1-D11 


Method 


BLASTN 


NCBI GI 


g6063530 


BLAST score 


437 


E value 


0.0e+00 


Match length 


875 


% identity 


99 


NCBI Description 


Oryza sativa genomic DNA, chromosome 3, < 


Seq. No. 


390893 


Contig ID 


22714 1.R1084 


5 T -most EST 


g2442695 


Seq. No. 


390894 


Contig ID 


22717 1.R1084 


5 '-most EST 


LIB3434-018-P1-K1-D9 


Seq. No. 


390895 


Contig ID 


22731 1.R1084 


5 '-most EST 


g2310426 


Method 


BLASTX 



49713 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2132293 
200 

5.0e-15 

286 

25 

hypothetical protein YPR128c - yeast (Saccharomyces 
cerevisiae) >gi_1066487 (U40829) Similar to mitochondrial 
ADP/ATP carrier protein (Swiss Prot . accession number 
P12235) and mitochondrial phosphate carrier protein (Swiss 
Prot. accession number Q00325) [Saccharomyces cerevisiae] 



Seq. No. 


390896 


Contig ID 


22738 1.R1084 


5' -most EST 


LIB3434-018-P1-K1-F6 


Seq. No. 


390897 


Contig ID 


22743 1.R1084 


5 T -most EST 


uC-osflM202048g03bl 


Method 


BLASTX 


NCBI GI 


g3157928 


BLAST score 


r o o 


E value 


6.0e-69 


Match length 


220 


% identity 


58 


NCBI Description 


(AC002131) Similar to f umarylacetoacetate hydrolase, 




gb L41670 from Emericella nidulans. [Arabidopsis thali. 


Seq. No. 


390898 


Contig ID 


22746 1.R1084 


5' -most EST 


LIB3434-018-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3337361 


BLAST score 


4 4 J5 


E value 


1.0e-43 


Match length 


188 


% identity 


26 


NCBI Description 


(AC004481) ankyrin-like protein [Arabidopsis thaliana] 


Seq. No. 


390899 


Contig ID 


22752 1.R1084 


5 '-most EST 


LIB3475-008-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4850408 


BLAST score 


213 


E value 


7.0e-17 


Match length 


95 


% identity 


41 


NCBI Description 


(AC007357) Contains PF_00097 Zinc finger (C3HC4) ring 




finger motif. [Arabidopsis thaliana] 


Seq. No. 


390900 


Contig ID 


22762 1.R1084 


5' -most EST 


LIB347 9-012-Q6-K1-F2 


Method 


BLASTX 


NCBI GI 


g2384696 


BLAST score 


311 


E value 


3.0e-28 



49714 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230 
38 

(AF013216) acyl-CoA oxidase [Myxococcus xanthus] 
390901 

22764_1.R1084 

g3760785 

BLASTN 

g2522426 

46 

2.0e-16 

125 
82 

Cloning vector pWSK29, complete sequence 
390902 

22766_1.R1084 

g4716370 

BLASTX 

g2852449 

318 

5.0e-29 
119 

57 

(D88207) protein kinase [Arabidopsis thaliana] >gi_2947061 
(AC002521) putative protein kinase [Arabidopsis thaliana] 

390903 

22772_1.R1084 

LIB3434-019-P1-K1-A6 

BLASTX 

g2262115 

338 

2.0e-31 

197 

36 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 
390904 

22777_1.R1084 

uC-osroM202029fl0bl 

BLASTX 

g3980396 

599 

5.0e-62 

157 
67 

(AC004561) putative C-4 sterol methyl oxidase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 



390905 

22778_1.R1084 

uC-osflcypl53b07bl 

BLASTX 

g2131751 

212 

2.0e-16 



49715 



Match length 


131 


% identity 


35 


NCBI Description 


hypothetical protein YLR019w - yeast 




cerevisiae) >gi_1360322_emb_CAA97541_ 




[Saccharomyces cerevisiae] 


Seq. No. 


390906 


Contig ID 


22784 1.R1084 


5 1 -most EST 


LIB3434-019-P1-K1-B7 


Method 


BLASTX 


NCBI bl 


— C A Q*| £T1 A 

gouyiDiu 


BLAST score 


357 


E value 


1.0e-37 


Match length 


160 


% identity 


D 1 


NCBI Description 


(AC007858) 10A19I.15 [Oryza sativa] 


Seq. No. 


390907 


Contig ID 


22786 1.R1084 


5' -most EST 


LIB3434-019-P1-K1-B9 


Seq. No. 


390908 


Contig ID 


22820 1.R1084 


5 T -most EST 


uC-osflcypl56a08bl 


Method 


BLASTX 


NCBI GI 


g4oo /I / o 


BLAST score 


336 


E value 


1.0e-50 


Match length 


130 


% identity 


78 


NCBI Description 


(AC006416) T31J12.5 [Arabidopsis thai: 


Seq. No. 


390909 


Contig ID 


22826 1.R1084 


5 '-most EST 


g3760201 


Method 


BLASTX 


NCBI GI 


g4678262 


BLAST score 




E value 


1.0e-123 


Match length 


327 


% identity 


64 


NCBI Description 


(AL04 9657) argininosuccinate synthase 




[Arabidopsis thaliana] 


Seq. No. 


390910 


Contig ID 


22827 1.R1084 


5 '-most EST 


LIB3434-019-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g5882749 


BLAST score 


301 


E value 


7.0e-27 


Match length 


154 


% identity 


47 


NCBI Description 


(AC008263) Contains 2 PF_00612 IQ caL 




domains. [Arabidopsis thaliana] 


Seq. No. 


390911 



49716 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 ' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



22840_1.R1084 
LIB3434-025-P1-K1-D2 

390912 

22850_1.R1084 
LIB3434-019-P1-K1-H4 

390913 

22860J..R1084 

g2312556 

BLASTX 

g5002526 

186 

1.0e-13 

84 

30 

(AL078606) putative protein [Arabidopsis thaliana] 



.R1084 

-021-P1-K1-B5 



390914 
22868_1. 
LIB3434- 
BLASTX 
g4467111 
222 

8.0e-18 

103 
42 

(AL035538) putative protein [Arabidopsis thaliana] 
390915 

22870_1.R1084 

g427220 

BLASTX 

g416922 

355 

2.0e-33 

90 

78 

DEOXYURIDINE 5 ' -TRIPHOSPHATE NUCLEOTIDOHYDROLASE (DUTPASE) 

(DUTP PYROPHOSPHATASE) (P18) >gi_282947_pir JQ1599 dUTP 

pyrophosphatase (EC 3.6.1.23) - tomato 

>gi_251897_bbs_109276 (S40549) deoxyuridine triphosphatase, 
dUTPase, P18 {EC 3.6.1.23} [tomatoes, Tint Tim cultivar 
LA154, Peptide, 169 aa] [Lycopersicon esculentum] 

390916 

22877JL.R1084 
LIB3434-021-P1-K1-C2 

390917 

22881_1.R1084 

g2312205 

BLASTX 

g3924598 

95 

2.0e-09 
145 



49717 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 
390918 

22888JL.R1084 

LIB34 34-02 1-P1-K1-D3 

BLASTX 

g6056374 

277 

3.0e-24 

109 

47 

(AC009894) 
thaliana] 



Similar to serine/threonine kinases [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



390919 

22892_1.R1084 

g568695 

BLASTX 

g2270994 

321 

3.0e-29 

124 

53 

(AF004809) Ca+2-binding EF hand protein 



[Glycine max] 



390920 

22892_2.R1084 

LIB3434-021-P1-K1-D7 

BLASTX 

g2270994 

187 

9.0e-14 

84 

49 

(AF004809) Ca+2-binding EF hand protein [Glycine max] 
390921 

22895_1.R1084 

g702531 

BLASTX 

g6016479 

564 

3.0e-61 

156 
77 

(AF045286) 

GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase- 4 -reductase 
[Arabidopsis thaliana] 

390922 

22896_1.R1084 
g2280587 

390923 

22904JL.R1084 

g2800524 



49718 



Seq. No. 


390924 


Contig ID 


22908 1.R1084 


5 1 -most EST 


g2797877 


Seq. No. 


390925 


Contig ID 


22910 1.R1084 


5 '-most EST 


uC-osflcypl62el2bl 


Method 




NCBI GI 


gl408222 


BLAST score 


489 


E value 


6.0e-49 


Match length 


1 60 


% identity 


71 


NCBI Description 


(U60764) pathogenesis-related prot< 


Seq. No. 


390926 


Contig ID 


22911 1.R1084 


5 '-most EST 


LIB3434-021-P1-K1-F6 


Seq. No. 


390927 


Contig ID 


22925 1.R1084 


5 ! -most EST 


LIB34 34-02 1-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gll68217 


BLAST score 


346 


E value 


3.0e-32 


Match length 


178 


% identity 


38 


NCBI Description 


DNA- 3 -METHYLADENINE GLYCOSYLASE (3 




GLYCOSIDASE) (TAG) >gi_107 4039jpir 




DNA-3-methyladenine glycosidase I 




Haemophilus influenzae (strain Rd : 



(U32748) DNA-3-methyladenine glycosidase I (tagl) 
[Haemophilus influenzae Rd] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390928 

22926_1.R1084 

g5667446 

BLASTX 

g3096939 

368 

6.0e-35 

104 

68 

(AL023094) putative protein [Arabidopsis thaliana] 
390929 

22932JL.R1084 

LIB34 34-02 1-P1-K1-H9 

BLASTX 

g3193292 

640 

7.0e-67 

179 

76 

(AF069298) similar to ATPases associated with various 



49719 



# 



cellular activites (Pfam: AAA.hmm, score: 
[Arabidopsis thaliana] 



230.91) 





Seq. No, 


390930 




z" 1 t-, +- 4 jn 

^OIlT.-LCJ ±U 


jL/LZJOO J_ • £\ J. VJ CJ 1 




5' -most EST 


g702878 




Method 


BLASTX 




NCBI GI 


g5729706 




BLAbi score 


on a 




E value 


4.0e-24 




Match length 


84 




% identity 


52 




NCBI Description 


^iiouu / / ) unKnown protein | 




Seq. No. 


390931 




Contig ID 


22938 1.R1084 




5' -most EST 


LIB3434-023-P1-K1-A6 




Seq. No. 


390932 




Contig ID 


22951 1.R1084 


0".. 


5' -most EST 


LIB3434-023-P1-K1-C3 


yy 


Seq. No. 


390933 




Contig ID 


22956_1.R1084 




i— ■ i_ i—i /—i rn 

5 -most EST 


g4zo / lo 




Method 


BLASTX 


»' w 


NCBI GI 


g4803960 




BLAST score 


213 


Si 


E value 


4.0e-17 




Match length 


78 




% identity 


50 




NCBI Description 


(AC006202) putative carbonic 






thaliana] 


o 


Seq. No. 


390934 




Oontig id 


0 0 1 Dl CiQ A 




5 '-most EST 


g2428009 




Method 


BLASTX 




NCBI GI 


g4803952 




BLAST score 


435 




E value 


1.0e-42 




Match length 


115 




% identity 


72 




NCBI Description 


(AC006202) hypothetical prd 




Seq. No. 


390935 




Contig ID 


22975 1.R1084 




5' -most EST 


g569620 




Method 


BLASTX 




NCBI GI 


g4455349 




BLAST score 


206 




E value 


5.0e-16 




Match length 


89 




% identity 


46 




NCBI Description 


(AL035524) putative protein 



Seq. No. 



390936 



49720 



Contig ID 


22987 1.R1084 


5' -most EST 


uC-osroM202031h08bl 


Method 


BLAST X 




gy*i^?u / jj 


BLAST score 


399 


E value 


2.0e-38 


Match length 


186 


Q- T /"J V~\ "1 T / 

-6 luenLiTLy 


A R 


NCBI Description 


(AL035709) putative protein [Arabidopsis thaliana] 


Seq. No. 


390937 


Contig ID 


22991 1.R1084 


5' -most EST 


LIB3434-024-P1-K1-B1 


Seq. No. 


390938 


Contig ID 


23001 1.R1084 


5' -most EST 


LIB34 34-024-P1-K1-B9 


Method 


BLASTX 


NT^RT CT 
LN^r5J_ ox 


nA &A d 9 


BLAST score 


324 


E value 


6.0e-30 


Match length 


78 


% identity 


68 


NCBI Description 


(AB025187) cytochrome c oxidase subunit 6b-l [Oryza 


Seq. No. 


390939 


Contig ID 


23004 1.R1084 


S'-most EST 


g571681 


Method 


BLASTN 




go / / / D ±Z 


BLAST score 


458 


E value 


0.0e+00 


Match length 


599 


% identity 


98 


NCBI Description 


Oryza sativa chromosome 4 BAC q3037-207Fl complete < 


Seq. No. 


390940 


Contig ID 


23005 1.R1084 


5' -most EST 


g571627 


Method 


BLASTX 






BLAST score 


1123 


E value 


1.0e-123 


Match length 


283 


% identity 


75 


NCBI Description 


(AJ005077) TCTR2 protein [Lycopersicon esculentum] 


Seq. No. 


390941 


Contig ID 


23006 1.R1084 


5 T -most EST 


uC-osflcypl74a02al 


Method 


BLASTX 


NCBI GI 


gl236961 


BLAST score 


408 


E value 


9.0e-40 


Match length 


110 


% identity 


65 


NCBI Description 


(U50201) prunasin hydrolase precursor [Prunus serot 



49721 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390942 

23010_1.R1084 

g3767667 

BLASTX 

g5777631 

364 

2.0e-34 

145 

62 

(AJ245900) CAA303719.1 protein [Oryza sativa] 
390943 

23011_1.R1084 

uC-osrocyp010d04bl 

BLASTX 

g3063710 

706 

3.0e-74 

184 
70 

(AL022537) putative protein [Arabidopsis thaliana] 



390944 

23020JL.R1084 

LIB3434-024-P1-K1-D5 

BLASTX 

g3367522 

303 

2.0e-27 

105 

52 

(AC004392) EST gb_T04691 comes from this gene, 
thaliana] 



[Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



390945 

23038JL.R1084 
LIB3434-024-P1-K1-F12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390946 

23048_1.R1084 

g2311116 

BLASTX 

g4191778 

926 

1.0e-100 

271 
66 

(AC005917) putative nucleosome assembly protein I 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 



390947 

23074_1.R1084 
g5004340 

390948 

23078 1.R1084 



49722 



5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2310217 
BLASTX 
g4587615 
1024 

l.Oe-lll 

267 

71 

(AC006951) putative acyl-CoA synthetase [Arabidopsis 
thaliana] >gi_4 68 94 69_gb__AAD27905 . 1_AC007213_3 (AC007213) 
putative acyl-CoA synthetase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



390949 

23079_1.R1084 
g4716458 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390950 

23082_1.R1084 

g2442664 

BLASTX 

g2129854 

257 

2.0e-43 

217 
47 

early nodulin 8 precursor - alfalfa >gi_304037 (L18899) 
early nodulin [Medicago sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390951 

23083JL.R1084 

LIB3434-025-P1-K1-B8 

BLASTX 

g4309698 

494 

2.0e-49 
246 
66 

(AC006266) 
thaliana] 



putative glucosyltransf erase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390952 

23085_1.R1084 

uC-osf Icyp065c03bl 

BLASTX 

g2352492 

274 

1.0e-23 

98 

56 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



390953 

23091__1.R1084 
g5005361 
BLASTX 
g4454006 



49723 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



185 

2.0e-13 

87 
47 

(AL035396) hypothetical protein [Arabidopsis thaliana] 
390954 

23097JL.R1084 
LIB3479-002-Q6-K2-E3 



Seq. No. 
Contig ID 
5' -most EST 



390955 

23097_2.R1084 
LIB3434-025-P1-K1-D10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390956 

23106JL.R1084 

uC-osflcyp022dl2bl 

BLASTX 

g729442 

677 

6.0e-71 

186 

48 

PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR 
>gi_166380 (M80235) glucose-regulated endoplasmic reticular 
protein precursor [Medicago sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



390957 

23107_1.R1084 

LIB3434-025-P1-K1-E1 

BLASTX 

g5295970 

527 

8.0e-54 

134 
83 

(AB026295) ESTs D22477 (C11179 ) , AU075323 (C11179) corresponds 
to a region of the predicted gene.; Similar to Rabbit 
multifunctional thyroid hormone binding protein mRNA, 
complete cds . (J05602) [Oryza sativa] 

390958 

23112_1.R1084 

uC-osrocyp015e08al 

BLASTX 

g4514635 

266 

3.0e-23 

68 

75 

(AB021175) root cap protein 1 [Zea mays] 
390959 

23131JL.R1084 
g428784 
BLASTX 
g2088652 



49724 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



532 

9.0e-95 

268 

69 

(AF002109) 26S proteasome regulatory subunit S12 isolog 
[Arabidopsis thaliana] >gi_2351376 (U54561) translation 
initiation factor eIF2 p47 subunit homolog [Arabidopsis 
thaliana] 



Seq. No. 


390960 


Contig ID 


23134 1.R1084 


5 '-most EST 


uC-osflcypl70a04bl 


Seq. No. 


390961 


Contig ID 


23151 1.R1084 


5' -most EST 


LIB3434-026-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g5777621 


BLAST score 


782 


E value 


2.0e-83 


Match length 


155 


% identity 


99 


NCBI Description 


(AJ245900) CAA30379.1 protein [Oryza sativa] 


Seq. No. 


390962 


Contig ID 


23154 1.R1084 


5 '-most EST 


uC-osflm202100cllbl 


Seq. No. 


390963 


Contig ID 


23156 1.R1084 


5 T -most EST 


g5038790 


Method 


BLASTX 


NCBI GI 


g3335359 


BLAST score 


472 


E value 


3 . Oe-47 


Match length 


136 


% identity 


65 


NCBI Description 


(AC003028) unknown protein [Arabidopsis thali. 


Seq. No. 


390964 


Contig ID 


23158 1.R1084 


5 '-most EST 


g2442486 


Method 


BLASTX 


NCBI GI 


g3688174 


BLAST score 


332 


E value 


8.0e-31 


Match length 


109 


% identity 


58 


NCBI Description 


(AL031804) putative protein [Arabidopsis thai 


Seq. No. 


390965 


Contig ID 


23159 1.R1084 


5 '-most EST 


g3760326 


Method 


BLASTX 


NCBI GI 


g4406815 


BLAST score 


590 


E value 


7.0e-61 



49725 



0 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



161 
67 

(AC006201) putative peptide methionine sulfoxide reductase 
[Arabidopsis thaliana] 

390966 

23173_1.R1084 
LIB3434-026-P1-K1-C3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390967 

23174_1.R1084 

g700092 

BLASTX 

g3249086 

611 

3.0e-63 

170 

72 

(AC004473) Contains similarity to 21 KD subunit of the 
Arp2/3 protein complex (ARC21) gb__AF006086 from Homo 
sapiens. EST gb_Z37222 comes [Arabidopsis thaliana] 

390968 

23175_1.R1084 

LIB3434-032-P1-K1-E10 

BLASTX 

g2224808 

165 

1.0e-18 

152 

45 

(Z97021) cysteine endopeptidase EP-A [Hordeum vulgare] 
390969 

23176_1.R1084 

LIB34 34-026-P1-K1-C6 

BLASTX 

g2342728 

409 

1.0e-39 

147 
53 

(AC002341) Cysteine proteinase isolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



390970 

23179_1.R1084 
LIB3434-026-P1-K1-D1 



Seq. No. 
Contig ID 
5 ' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



390971 

23182_1.R1084 

LIB3434-026-P1-K1-D2 

BLASTX 

g2194132 

805 

4.0e-86 
251 



49726 



% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



64 

(AC002062) 



No definition line found [Arabidopsis thaliana] 



390972 

23187_1.R1084 

LIB34 34-02 6-P1-K1-D9 

BLASTX 

g3402675 

217 

5.0e-17 

118 
40 

(AC004697) hypothetical protein [Arabidopsis thaliana] 
390973 

23188_1.R1084 

LIB3434-029-P1-K1-F6 

BLASTX 

g3170525 

363 

4.0e-34 

148 

49 

(AF054615) cellulase [Fragaria x ananassa] 
390974 

23204JL.R1084 

uC-osrocyp015bl0bl 

BLASTX 

g623586 

527 

2.0e-53 

117 

92 

(L29273) putative [Nicotiana tabacum] 
390975 

23206JL.R1084 

g2428860 

BLASTX 

g2826882 

470 

9.0e-47 

106 

86 

(AJ223634) transcription factor IIA small subunit 
[Arabidopsis thaliana] >gi_505178 6_emb_CAB4 507 9 . 1_ 
(AL078 637) transcription factor IIA small subunit 
[Arabidopsis thaliana] 

390976 

23206_2.R1084 

g569277 

BLASTX 

g2833374 

259 

2.0e-26 



49727 



Match length 

% identity 

NCBI Description 



81 
73 

TRANSCRIPTION INITIATION FACTOR IIA GAMMA CHAIN 
(TFIIA-GAMMA) >gi_1429228_emb_CAA67369_ (X98862) putative 
small subunit [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 r -most EST 

Seq. No. 
Contig ID 
5' -most EST 



390977 

23208_1.R1084 
g700359 

390978 

23232_1.R1084 
LIB3434-026-P1-K1-H8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390979 

23235_1.R1084 

LIB3434-027-P1-K1-A10 

BLASTX 

g3702317 

155 

4.0e-10 

37 

84 

(AC005397) unknown protein [Arabidopsis thaliana] 
>gi_455937 6_gb_AAD23036. 1_AC006526_JL (AC006526) unknown 
protein [Arabidopsis thaliana] 

390980 

23244JL.R1G84 
g2312754 

390981 

23253_1.R1084 

g701276 

BLASTN 

g2624212 

42 

3.0e-14 

80 
88 

M. acuminata mRNA; clone pBAN UU130 

>gi_4774586_emb_A70171.1_A70171 Sequence 32 from Patent 
W09811228 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



390982 

23266_1.R1084 

g428163 

BLASTX 

gl575752 

272 

1.0e-46 

213 
45 

(U70672) glutathione S-transf erase [Arabidopsis thaliana] 



390983 
23269 1. 



R1084 



49728 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3434-027-P1-K1-D6 

BLASTX 

g3643610 

515 

2.0e-52 

110 

87 

(AC005395) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

390984 

23273_1.R1084 

uC-osflM202014a04bl 

BLASTX 

g4887010 

328 

1.0e-30 

93 
72 

(AF123503) Nt-gh3 deduced protein [Nicotiana tabacum] 
390985 

23301_1.R1084 

uC-osflcyp019hl0bl 

BLASTX 

g6069504 

260 

3.0e-22 

129 

51 



NCBI Description (AB022076) S-locus protein 8 [Brassica rapa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390986 

23304_1.R1084 

g4878289 

BLASTX 

g3461848 

1060 

1.0e-116 

259 
85 

(AC005315) putative ATPase [Arabidopsis thaliana] 
390987 

23307_1.R1084 

LIB347 9-011-Q6-K1-A11 

BLASTX 

gl777312 

527 

3.0e-67 

169 

76 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 



390988 

23314 1.R1084 



49729 



5' -most EST 



g702372 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390989 

23317JL.R1084 

LIB34 34-028-P1-K1-A5 

BLASTX 

g4582436 

605 

9.0e-63 

176 
69 

(AC007196) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390990 

23320JL.R1084 

LIB3434-028-P1-K1-A8 

BLASTX 

gl399303 

313 

2.0e-28 

92 

63 

(U41473) phosphoinositide-specif ic phospholipase C P12 
[Glycine max] 



Seq. No. 
Contig ID 
5 '-most EST 



390991 

23325_1.R1084 

LIB34 34-028-P1-K1-B4 



Seq. No. 
Contig ID 
5 T -most EST 



390992 

23342JL.R1084 
uC-osflcyp083b07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390993 

23345_1.R1084 

LIB3477-006-P1-K1-D11 

BLASTX 

g5817279 

239 

1.0e-36 

284 
34 

(AL110295) conserved hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390994 

23354_1.R1084 

LIB3434-028-P1-K1-E4 

BLASTX 

g4102600 

145 

8.0e-09 

75 

43 

(AF0134 67) ARF6 [Arabidopsis thaliana] 



Seq. No. 



390995 



49730 



Contig ID 
5' -most EST 



23368JL.R1084 
uC-osflM202063e03al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



390996 

23372_1.R1084 
g426951 

390997 

23376_1.R1084 

uC-osflM202095f08fol 

BLASTX 

g5669650 

374 

9.0e-36 

114 

63 

(AF096260) ER66 protein [Lycopersicon esculentum] 
390998 

23384_1.R1084 

g700275 

390999 

23385JL.R1084 

g3766789 

BLASTX 

g5051789 

207 

1.0e-25 

137 

48 

(AL078 637) putative protein [Arabidopsis thaliana] 
391000 

23386JL.R1084 
g5005166 

391001 

23392_1.R1084 
LIB3434-029-P1-K1-A10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391002 

23395_1.R1084 

LIB3434-029-P1-K1-A2 

BLASTX 

g2914710 

317 

7.0e-56 

182 

59 

(AC003974) putative beta-D-galactosidase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



391003 

23399_1.R1084 
uC-osflM202016g03bl 



49731 



€1 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391004 

23411_1.R1084 

g5455369 

BLASTX 

g4314378 

165 

4.0e-14 

94 
44 

(AC006232) putative lipase [Arabidopsis thaliana] 
>gi_5306262_gb_AAD41994 . 1_AC006233_5 (AC006233) putative 
lipase [Arabidopsis thaliana] 

391005 

23415JL.R1084 

g2312399 
BLASTX 
g2809385 
1472 

1.0e-164 

367 
75 

{AF024 634) NADPH cytochrome P450 reductase [Petroselinum 
crispum] 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391006 

23423JL.R1084 

LIB3434-029-P1-K1-C9 

BLASTX 

gl841468 

369 

5.0e-35 

117 
56 

(Y10990) Tyrosyl-tRNA synthetase [Nicotiana tabacum] 
391007 

23425JL.R1084 

uC-osroM202028g04al 

BLASTX 

g3757522 

180 

4.0e-13 

48 

67 

(AC005167) putative splicing factor [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391008 

23441_1.R1084 

LIB3434-02 9-P1-K1-E5 

BLASTX 

g5734704 

683 

9.0e-72 

249 
51 

(AC008075) Contains similarity to gb_AF114753 polytropic 



49732 



Seq. No* 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 ' -most EST 
Method 
NCBI GI 



murine leukamia virus receptor SYG1 from Mus musculus. EST 
gb_N96331 comes from this gene. [Arabidopsis thaliana] 

391009 

23445JL.R1084 

uC-osflcyp009el2bl 

BLASTX 

g2464901 

282 

1.0e-24 

133 
40 

(Z99708) putative protein [Arabidopsis thaliana] 
391010 

23448_1.R1084 

uC-osflcyp061a04bl 

BLASTX 

g464981 

778 

6.0e-83 

148 

96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

391011 

23451J..R1084 

g5003575 
BLASTX 
g3894158 
240 

2.0e-26 

134 

47 

(AC005312) similar to phloem-specific lectin [Arabidopsis 
thaliana] 

391012 

23452_1.R1084 

LIB3434-029-P1-K1-F5 

BLASTX 

g4249382 

1268 

1.0e-144 

347 
68 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

391013 

23455_1.R1084 

LIB34 34-02 9-P1-K1-F9 

BLASTX 

gl431622 



49733 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1035 

1.0e-113 

214 
89 

(X99100) protein kinase [Trifolium repens] 
391014 

23461_1.R1084 

LIB3434-029-P1-K1-G3 

BLASTX 

g3881836 

1187 

1.0e-130 

295 
75 

(Z78019) Similarity to Yeast LPG22P protein (TR:G1151240) ; 
cDNA EST EMBL:T00686 comes from this gene; cDNA EST 
EMBL:C12415 comes from this gene; cDNA EST EMBL:C12728 
comes from this gene; cDNA EST EMBL:C10626 comes from this 

391015 

23462JL.R1084 

gl944249 

BLASTX 

g481815 

551 

5.0e-56 

278 
43 

vegetative storage protein - western balsam poplar x 
cottonwood >gi_309839 (L20233) vegetative storage protein 
[Populus trichocarpa x Populus deltoides] 

391016 

23464JL.R1084 

LIB34 34-02 9-P1-K1-G6 

BLASTX 

g4165510 

274 

7.0e-24 

106 

49 

(AL034356) predicted using hexExon; L7610.8, DNAJ-like 
protein, len:232 aa; Similarity to prokaryotic DNAJ 
proteins and eukarytoic DNAJ-like chaperones. E.coli DNAJ 

(SW:DNAJ_ECOLI) BLAST score: 405 P: 5.3e-38, 37% identity 
in 



Seq. No. 
Contig ID 
5' -most EST 



391017 

23470_1.R1084 

LIB34 34-029-P1-K1-H11 



Seq. No. 
Contig ID 
5' -most EST 



391018 

23471JL.R1084 
uC-osflM202069f01al 



Seq. No. 



391019 



49734 



# 



Contig ID 
5' -most EST 



23473_1.R1084 
LIB3434-029-P1-K1-H3 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



391020 

23478_1.R1084 
LIB3434-029-P1-K1-H8 

391021 

23488JL.R1084 

uC-osflM202048gl2bl 

BLASTX 

g4914371 

271 

2.0e-23 

166 

31 

(AC007584) unknown protein [Arabidopsis thaliana] 



391022 

23490_1.R1084 

g701231 

BLASTX 

g3927806 

246 

2.0e-51 

144 

76 

(U96439) aminoalcoholphosphotransf erase 
brachycarpa] 



[Pimpinella 



391023 

23495JL.R1084 

LIB3434-030-P1-K1-B4 

BLASTX 

g3377820 

458 

3,0e-45 

123 

72 

(AF076275) contains similarity to coatomer zeta chains 
[Arabidopsis thaliana] 

391024 

23516_1.R1084 

uC-osflcypl26cllbl 

BLASTX 

g2995370 

279 

2.0e-24 

138 
37 

(AL022245) hypothetical protein [Schizosaccharomyces pombe] 
391025 

23528_1.R1084 
uC-osroM202016allbl 



49735 



Seq. No. 


391026 


Contig ID 


23542 1.R1084 


5 T -most EST 


uC-osflcypl7 6d09bl 


Method 


BLASTX 


NCBI GI 


gl449179 


Dj_ji\o jl score 


7 Q1 


E value 


3.0e-84 


Match length 


225 


% identity 


69 


NCBI Description 


(UoboUoj in etnyiitiaieii 




[Nicotiana tabacum] 


Seq. No. 


391027 


uontrg IJJ 




5' -most EST 


LIB3434-030-P1-K1-G7 


Seq. No. 


391028 


Contig ID 


23551 1.R1084 


5 1 -most EST 


LIB3434-030-P1-K1-G8 


Seq. No. 


391029 


Contig ID 


23552 1.R1084 


5' -most EST 


LIB3434-030-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4UUbyio 


BLAST score 


324 


E value 


5.0e-30 


Match length 


132 


% identity 


56 


NCBI Description 


(Z99708) hypothetical 


Seq. No. 


391030 


Contig ID 


23553 1.R1084 


5 '-most EST 


g3760363 


Method 


BLASTN 


NCBI GI 


g5295936 


BLAST score 


39 


E value 


5.0e-12 


Match length 


55 


% identity 


95 


NCBI Description 


Oryza sativa genomic ; 




complete sequence 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391031 
23554_1 
LIB3434 
BLASTX 
g4995890 
1102 

1.0e-121 

269 
78 

(AJ242659) 



R1084 

030-P1-K1-H11 



serine palmitoyltransferase [Solanum tuberosum] 



Seq. No. 
Contig ID 
5 T -most EST 



391032 

23560_1.R1084 
LIB3434-030-P1-K1-H8 



49736 



€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g465602 

269 

2.0e-23 

115 
49 

HYPOTHETICAL 32.9 KD PROTEIN IN NFO-FRUA INTERGENIC REGION 
>gi_405885 (U00007) yeiN [Escherichia coli] >gi_1788490 
(AE000306) orf, hypothetical protein [Escherichia coli] 
>gi 744200_prf 2014253BL yeiN gene [Escherichia coli] 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391033 

23563_1.R1084 

uC-osflcyp027a09bl 

BLASTX 

g5103807 

219 

2.0e-17 

70 

61 

(AC007591) Contains similarity to gb_AF014403 type-2 
phosphatidic acid phosphatase alpha-2 (PAP2_a2) from Homo 
sapiens. ESTs gb__T88254 and gb_AA394650 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 


391034 


Contig ID 


23571 1.R1084 


5 '-most EST 


g4878890 


Method 


BLASTX 


NCBI GI 


g2980773 


BLAST score 


294 


E value 


3.0e-26 


Match length 


72 


% identity 


79 


NCBI Description 


(AL022198) put, 


Seq. No. 


391035 


Contig ID 


23582 1.R1084 


5 '-most EST 


LIB3434-031-P1- 


Method 


BLASTX 


NCBI GI 


g5734713 


BLAST score 


195 


E value 


1.0e-14 


Match length 


66 


% identity 


62 


NCBI Description 


(AC008075) Is , 




(transmembrane 




thaliana] 



198) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



391036 

23588_1.R1084 

g2312223 

BLASTX 

g4468796 

509 

2.0e-51 
155 



49737 



% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

(AJ010439) GST6 protein [Zea mays] 
391037 

23598_1.R1084 

g701758 

BLASTX 

g3695023 

194 

1.0e-14 

119 
34 

(AF055850) unknown [Arabidopsis thaliana] 
391038 

23603JL.R1084 

g2442968 

BLASTX 

g3738285 

239 

9.0e-20 

159 

37 

(AC005309) unknown protein [Arabidopsis thaliana] 
391039 

23604_1.R1084 

g4715037 

BLASTX 

g3004565 

328 

3.0e-37 

102 
28 

(AC003673) putative protein kinase [Arabidopsis thaliana] 
391040 

23604_2,R1084 

LIB3434-031-P1-K1-E7 

BLASTX 

g3004565 

255 

5.0e-22 

56 

28 

(AC003673) putative protein kinase [Arabidopsis thaliana] 
391041 

23606_1.R1084 

uC-osroM202017d09al 

BLASTX 

g4406812 

196 

7.0e-15 

69 
58 

(AC006201) putative DNA binding protein [Arabidopsis 



49738 



thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391042 

23609_1.R1084 
LIB3434-031-P1-K1-F12 

391043 

23613_1.R1084 

LIB3475-010-P1-K1-H2 

BLASTX 

g4884966 

677 

3.0e-71 

143 
94 

(AF145478) calcium ATPase [Mesembryanthemum crystallinum] 
391044 

23622JL.R1084 

g701363 

BLASTX 

g4455190 

299 

4.0e-28 

120 

57 

(AL035440) putative protein [Arabidopsis thaliana] 
391045 

23631_1.R1084 

g2427796 

BLASTX 

g584893 

1678 

0.0e+00 

316 

99 

SERINE CARBOXYPEPTIDASE III PRECURSOR 

>gi_283002__pir S22530 carboxypeptidase III (EC 3.4.16.-) 

rice >gi_218153_dbj_BAA01757_ (D10985) serine 
carboxypeptidase III [Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 



391046 

23634JL.R1084 

g2428630 

BLASTX 

g5123942 

340 

1.0e-31 

122 
56 

(AL079349) putative protein [Arabidopsis thaliana] 
391047 

23641_1.R1084 

LIB3434-032-P1-K1-B12 

BLASTX 



49739 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl778147 
379 

3.0e-36 

81 
94 

(U664 03 ) phosphate/phosphoenolpyruvate translocator 
precursor [Zea mays] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391048 

23645JL.R1084 

LIB34 34-032-P1-K1-B5 

BLASTN 

g6015437 

36 

2.0e-10 

40 
61 

Homo sapiens PEX1 mRNA, complete cds 



Seq. No. 
Contig ID 
5 T -most EST 



391049 

23647JL.R1084 
LIB3434-032-P1-K1-B8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391050 

23649_1.R1084 

uC-osflcypl20d09bl 

BLASTX 

g2493650 

766 

1.0e-81 

173 

88 

RUBISCO SUBUNIT BINDING-PROTEIN BETA SUBUNIT (60 KD 
CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) 
>gi_1167858_emb_CAA93139_ (Z68903) chaperonin [Secale 
cereale] 



Seq. No. 


391051 


Contig ID 


23651 1.R1084 


5' -most EST 


LIB3434-032-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2982445 


BLAST score 


149 


E value 


2.0e-09 


Match length 


31 


% identity 


81 


NCBI Description 


(AL022224) putative protein 


Seq. No. 


391052 


Contig ID 


23661 1.R1084 


5' -most EST 


LIB3434-041-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4454032 


BLAST score 


471 


E value 


5.0e-47 


Match length 


183 


% identity 


48 
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NCBI Description (AL035394) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391053 

23663_2.R1084 

uC-osflm202106c01bl 

BLASTX 

g3882356 

1132 

1.0e-124 

263 
79 

(U92460) 12-oxophytodienoate reductase OPR2 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391054 

23663_3.R1084 

uC-osflM202066b04bl 

BLASTX 

g4894182 

474 

1.0e-75 

172 
80 

(AJ242551) 12-oxophytodienoate reductase [Lycopersicon 
esculent urn] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391055 

23665__1.R1084 

LIB3434-035-P1-K1-G11 

BLASTX 

g4581162 

544 

2.0e-55 
119 



(AC006220) 
thaliana] 



putative symbiosis-related protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391056 

23683_1.R1084 

LIB3434-032-P1-K1-F1 

BLASTX 

g4538961 

314 

2.0e-56 

230 

57 

(AL04 9488) isoleucine-tRNA ligase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



391057 

23685_1.R1084 
g2312394 



Seq. No. 
Contig ID 
5' -most EST 



391058 

23688_1.R1084 
uC-osroM202007g09bl 



49741 



€1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 ' -most EST 



391059 

23689_1.R1084 

uC-osflcyp!59el2bl 

BLASTX 

g2911044 

288 

2.0e-30 

219 
41 

(AL021961) putative protein [Arabidopsis thaliana] 
391060 

23689_2.R1084 
uC-osflcypl72f09bl 

391061 

23692_1.R1084 
uC-osflcypl51gl0bl 



Seq. No. 
Contig ID 
5 '-most EST 



391062 

23698_1.R1084 
LIB3434-032-P1-K1-G3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391063 

23700JL.R1084 
g568338 
BLASTX 
g33602 
484 

1.0e-4 

202 
71 

(AF023 
1 [Zea 



289 



164) leucine-rich repeat transmembrane protein kinase 
mays] 



391064 

23710JL.R1084 

LIB3434-032-P1-K1-H3 

BLASTX 

g3894197 

922 

1.0e-99 

229 
71 

(AC005662) hypothetical protein [Arabidopsis thaliana] 
391065 

23711JL.R1084 

g286913 

BLASTX 

gl362152 

839 

4.0e-90 

235 

74 

ribosomal protein S6 kinase homolog (clone Aspkll) - oat 



49742 



# 



>gi_871986_emb_CAA56313_ (X79992) putative pp70 ribosomal 
protein S6 kinase [Avena sativa] 



Seq. No. 


391066 


Contig lu 


0071 7 1 pi fiQA 


5 '-most EST 


g2798281 


Method 


BLASTX 


NCBI GI 


g4678323 


BLAST score 


417 


E value 


2.0e-40 


Match length 


265 


% identity 


37 


NCBI Description 


(AL04 9658) putative protein [Arabidopsis 1 


Seq. No. 


391067 


Lontxg id 


Zj / Zl 1. txlUO^i 


5 T -most EST 


g5455519 


Method 


BLASTN 


NCBI GI 


g!732362 


BLAST score 


40 


E value 


8.0e-13 


Match length 


78 


% identity 


95 


NCBI Description 


Malus domestica pAFD103 mRNA, partial cds 


Seq. No. 


391068 


Contig ID 


23724 1.R1084 


5 '-most EST 


LIB3434-033-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl351359 


BLAST score 


241 


E value 


5.0e-20 


Match length 


69 


% identity 


67 


NCBI Description 


UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 



(MITOCHONDRIAL HINGE PROTEIN) 



ubiquinol — cytochrome-c reductase 
- potato >gi_4 88712_emb_CAA55860_ 
ubiquinol — cytochrome c reductase 



7.8 KD PROTEIN 
(CR7) >gi_1071788_pir S48690 



(EC 1.10.2.2) UK protein 
(X79273) 

[Solanum tuberosum] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



391069 

23733JL.R1084 

LIB3434-033-P1-K1-B7 

BLASTX 

g3367537 

158 

1.0e-10 

70 
41 

(AC004392) Contains similarity to ANK repeat region of 
Fowlpox virus BamHI-orf7 protein homolog C18F10.7 gi_485107 
from Caenorhabditis elegans cosmid gb_U0004 9. This gene is 
continued from unannotated gene on BAC F19K23 gb_AC000375. 
[Arabid 

391070 

23746 1.R1084 



49743 



# 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflm202104d08bl 

BLASTX 

g557474 

218 

6.0e-18 

209 

31 

(U15179) 



ORF1 [Bacteroides ovatus] 



391071 

23751_1.R1084 
g3767999 

391072 

23753_1.R1084 

g572442 

BLASTN 

g2462784 

42 

4.0e-14 

155 
35 

Streptococcus equi 
cds 



M-like protein (szPSe) gene, complete 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



391073 

23760JL.R1084 
g2431220 

391074 

23760_2. R1084 
g3762291 

391075 

23764_1.R1084 
g3761122 

391076 

23771_1.R1084 

uC-osflcypl69f04bl 

BLASTX 

gl903021 

1042 

1.0e-113 

235 

85 

(Y10216) hypothetical 3-isopropylmalate dehydrogenase 
[Arabidopsis thaliana] 

391077 

23772_1.R1084 

LIB3434-033-P1-K1-F6 

BLASTX 

g 4056494 

429 

3.0e-42 

120 



49744 



% identity 


66 


NCBI Description 


(AC005896) putative protein translocase [Arabidopsis 




thaliana] 


Seq. No. 


391078 


Contig ID 


23776 1.R1084 


5 '-most EST 


LIB3434-033-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3242705 


dMoi score 


0 J. / 


E value 


4.0e-52 


Match length 


216 


% identity 


71 


NCBI Description 


(AC003040) putative nicotinate phosphoribosyltransf erase 




[Arabidopsis thaliana] 


Seq. No. 


391079 


Contig ID 


23790 1.R1084 


5 T -most EST 


uC-osflM202016c09bl 


Method 


BLASTX 


NCBI GI 




BLAST score 


340 


E value 


1.0e-31 


Match length 


104 


% identity 


61 


NCBI Description 


(AF092432) protein phosphatase type 2C [Lotus japonicus; 


Seq. No. 


391080 


Contig ID 


23792 1.R1084 


5' -most EST 


g5038896 


Method 


BLASTX 


NCBI GI 


g2746086 


BLAST score 


1 / b 


E value 


7.0e-21 


Match length 


67 


% identity 


84 


NCBI Description 


(AF025292) putative high-affinity potassium transporter 




[Hordeum vulgare] 


Seq. No. 


391081 


Contig ID 


23802 1.R1084 


5 '-most EST 


g286310 


Method 


BLASTX 




g^t JO / OO / 


BLAST score 


157 


E value 


6.0e-10 


Match length 


85 


% identity 


38 


NCBI Description 


(AC006550) F10O3.7 [Arabidopsis thaliana] 


Seq. No. 


391082 


Contig ID 


23808 1.R1084 


5 1 -most EST 


g5056116 


Method 


BLASTN 


NCBI GI 


g5410347 


BLAST score 


125 


E value 


3.0e-63 



49745 



€1 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



419 
91 

Sorghum bicolor BAC clone 110K5, partial sequence 
391083 

23809_1.R1084 
LIB3434-034-P1-K1-B11 



Seq. No. 
Contig ID 
5 '-most EST 



391084 

23812_1.R1084 
LIB3434-034-P1-K1-B3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391085 

23815_1.R1084 

uC-osroM202025b07bl 

BLASTX 

gl076821 

1053 

1.0e-115 

239 
85 

probable l-acyl-glycerol-3-phosphate acyltransf erase - 
maize >gi_575 960_emb_CAA82638_ (Z29518) 

l-acyl-glycerol-3-phosphate acyltransf erase (putative) [Zea 
mays] 



Seq. No. 


391086 


Contig ID 


23821 1.R1084 


5' -most EST 


LIB3434-034-P1-K1-C11 


Seq. No. 


391087 


Contig ID 


23825 1.R1084 


5' -most EST 


uC-osroM202020cl2bl 


Method 


BLASTX 


NCBI GI 


g6056199 


BLAST score 


324 


E value 


7.0e-30 


Match length 


123 


% identity 


52 


NCBI Description 


(AC009400) unknown protein 


Seq. No. 


391088 


Contig ID 


23828 1.R1084 


5 f -most EST 


LIB3434-034-P1-K1-C7 


Seq. No. 


391089 


Contig ID 


23829 1.R1084 


5' -most EST 


g426147 


Method 


BLASTX 


NCBI GI 


g4467359 


BLAST score 


550 


E value 


1.0e-90 


Match length 


188 


% identity 


84 


NCBI Description 


(AJ002685) Phosphatidylinos; 




thaliana] 



4-kinase [Arabidopsis 



49746 



HI 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391090 

23830_1.R1084 

uC-osflcypl62d08bl 

BLASTX 

g3513727 

632 

6.0e-66 

181 

29 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.4 9, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358__emb_CAB4 0052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391091 

23842_1.R1084 

LIB3434-034-P1-K1-E1 

BLASTX 

g4455250 

364 

1.0e-34 

153 

40 

(AL035523) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391092 

23850_1.R1084 

g2311744 

BLASTX 

g3927827 

360 

4.0e-34 



69 

(AC005727) 
thaliana] 



osmotin-like protein precursor [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



391093 

23854_4.R1084 
uC-osflM202049e05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391094 

23858_1.R1084 

LIB3434-034-P1-K1-F2 

BLASTX 

g2811226 

1081 

1.0e-118 

281 

37 

(AF042669) fimbrin 2 
(AF042671) fimbrin 2 



[Arabidopsis thaliana] >gi_28 11232 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



391095 

23859_1.R1084 
uC-osroM202031b01bl 



49747 



€1 



Method 


BLASTX 


Vi LJ ± O -L 


y J / J 1 ! / U D 


BLAST score 


326 


E value 


5.0e-30 


Match length 


164 


% identity 


42 


NCBI Description 


(AC007651) Similar to SOUL Protein [Arabidopsis thaliana] 


Seq. No. 


391096 


Contig ID 


23869 1.R1084 


5' -most EST 


LIB3475-008-P1-K1-B5 


Method 


BLASTX 


NTPRT PT 
IN \^ E> ± <j i. 


rrl I^IAQO 


BLAST score 


682 


E value 


2.0e-74 


Match length 


195 


% identity 


29 


NCBI Description 


(U81318) poly (A) -binding protein [Triticum aestivum] 


Seq. No. 


391097 


Contig ID 


23880 1.R1084 


5' -most EST 


LIB3475-009-P1-K1-C7 


Method 


BLASTN 




go / / / 


BLAST score 


366 


E value 


0.0e+00 


Match length 


557 


% identity 


88 


NCBI Description 


Oryza sativa chromosome 4 BAC q3037-207Fl complete genome 


Seq. No. 


391098 


Contig ID 


23880 2.R1084 


5 1 -most EST 


LIB3477-001-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


g4680189 


BLAST score 


39 


E value 


3.0e-12 






% identity 


91 


NCBI Description 


Oryza sativa subsp. indica putative dnaJ-like protein, 




putative myb-related protein, putative farnesyl 




pyrophosphate synthase, and hypothetical protein genes, 




complete cds 


Seq. No. 


391099 


Contig ID 


23880 3.R1084 


5' -most EST 


g3061018 


Method 


BLASTN 


lap n t n t 


go / / / o J. z 


BLAST score 


451 


E value 


0.0e+00 


Match length 


507 


% identity 


90 


NCBI Description 


Oryza sativa chromosome 4 BAC q3037-207Fl complete genome 


Seq. No. 


391100 


Contig ID 


23880__4.R1084 



49748 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4879055 
BLASTN 
g5777612 
179 

7.0e-96 

315 

84 

Oryza sativa chromosome 



4 BAC q3037-207Fl complete genome 



391101 

23880_5.R1084 

g3061024 

BLASTN 

g4680189 

61 

1.0e-25 

136 

93 

Oryza sativa subsp. indica putative dnaJ-like protein, 
putative myb-related protein, putative farnesyl 
pyrophosphate synthase, and hypothetical protein genes, 
complete cds 



Seq. No. 


391102 


Contig ID 


23881 1.R1084 


5 '-most EST 


uC-osflcypl75cl2bl 


Method 


BLASTX 


NCBI GI 


g2493132 


BLAST score 


839 


E value 


5.0e-90 


Match length 


166 


% identity 


97 


NCBI Description 


VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 2 {V-A r . 


SUBONIT) >gi 167110 (L11873) vacuolar ATPase B 




[Hordeum vulgare] 


Seq. No. 


391103 


Contig ID 


23885 1.R1084 


5* -most EST 


LIB3434-034-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2384717 


BLAST score 


207 


E value 


6.0e-16 


Match length 


133 


% identity 


33 


NCBI Description 


(AF015308) nucleolar protein [Homo sapiens] 


Seq. No. 


391104 


Contig ID 


23887 1.R1084 


5' -most EST 


LIB3434-034-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3128218 


BLAST score 


546 


E value 


1.0e-63 


Match length 


181 


% identity 


72 


NCBI Description 


(AC004077) putative endl3 protein [Arabidopsis 



49749 



Seq, No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391105 

23891_1.R1084 

gl944222 

BLASTX 

gl531541 

4 62 

4.0e-46 

159 

52 

(D83391) uroporphyrinogen III methyltransf erase [Zea mays] 
391106 

23897JL.R1084 

g3760328 

BLASTN 

g5441876 

116 

5.0e-58 

152 

94 

Oryza sativa genomic DNA, chromosome 2, clone : P0437H03 
(contig b) 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391107 

23903_1.R1084 
g2309678 

391108 

23906JL.R1084 

uC-osflcypl79f08bl 

BLASTX 

g2281085 

308 

1.0e-30 

136 
55 

(AC002333) CTR1 protein kinase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 



391109 

23924_1.R1084 

g3761419 

BLASTX 

g5734732 

218 

1.0e-19 

67 
70 

(AC007259) Hypothetical protein [Arabidopsis thaliana] 
391110 

23929JL.R1084 

LIB3434-035-P1-K1-D4 

BLASTX 

g2624417 

770 



49750 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



9.0e-82 

146 

96 

(AJ002959) Ubiquitin carrier protein [Zea mays] 
391111 

23932_1.R1084 
LIB3434-035-P1-K1-D7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391112 

23935_1.R1084 

LIB3475-007-P1-K1-E7 

BLASTX 

g4584520 

432 

2.0e-42 
203 
43 

(AL049607) 
thaliana] 



enoyl-CoA hydratase-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391113 

23945_1.R1084 

LIB3434-035-P1-K1-E9 

BLASTX 

g6069666 

221 

1.0e-22 

109 
56 

(AP000616) ESTs AU070998 (R10588 ) , D4 6106 ( S10554 ) correspond 
to a region of the predicted gene.; similar to Arabidopsis 
thaliana chromosome II BAC T6A23; unknown protein 
(AC005499) [Oryza sativa] 

391114 

23953JL.R1084 

uC-osroM202029h05bl 

BLASTX 

g2832660 

460 

9.0e-46 

163 

55 

(AL021710) lipase-like protein [Arabidopsis thaliana] 
391115 

23955_1.R1084 

LIB3434-035-P1-K1-F7 

BLASTX 

g3695388 

157 

3.0e-10 



38 

(AF096371) 



No definition line found [Arabidopsis thaliana] 



49751 



Seq. No. 


391116 




j jJu J- • r\j_ <j u i 


5' -most EST 


LIB3434-035-P1-K1-F8 


Seq. No. 


391117 


Contig ID 


23958 1.R1084 


5 '-most EST 


LIB3434-035-P1-K1-G10 


Seq. No. 


391118 


Contig ID 


23978 1.R1084 


5 '-most EST 


LIB3434-035-P1-K1-H7 


Method 


BLASTN 


KfPDT (IT 
IN ^ D J_ \3± 




BLAST score 


36 


E value 


3.0e-10 


Match length 


36 


% identity 


38 


NCBI Description 


Human butyrophilin (BTF5) mRNA, 


Seq. No. 


391119 


Contig ID 


23986 1.R1084 


5 '-most EST 


g572384 


Method 


BLASTX 


NCBI GI 


g5734636 


o.Urt.oi score 




E value 


6.0e-51 


Match length 


193 


% identity 


53 


NCBI Description 


(AP000391) Similar to putative 




sativa] 


Seq. No. 


391120 


Contig ID 


23992 1.R1084 


5' -most EST 


LIB34 34-037-P1-K1-B7 


Method 


BLASTX 


IN ^ r> ± o ± 




BLAST score 


195 


E value 


9.0e-15 


Match length 


90 


% identity 


47 


NCBI Description 


(AC000348) T7N9.3 [Arabidopsis 


Seq. No. 


391121 


Contig ID 


23994 1.R1084 


5 '-most EST 


LIB3474-006-P1-K1-A12 


Method 


BLASTX 


LnL-£3± bi 




BLAST score 


191 


E value 


3.0e-14 


Match length 


53 


% identity 


72 


NCBI Description 


(AC009895) unknown protein [Ar 


Seq. No. 


391122 


Contig ID 


23995 1.R1084 


5' -most EST 


uC-osflm202109fllbl 


Method 


BLASTX 



(AC006232) [Oryza 



49752 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



g4415936 
148 

9.0e-09 

141 

28 

(AC006418) 



unknown protein [Arabidopsis thaliana] 



391123 

23997_1.R1084 

gl631617 

BLASTX 

g2894599 

248 

4.0e-21 

126 

48 

(AL021889) putative protein [Arabidopsis thaliana] 
391124 

23998JL.R1084 
g426215 



391125 

24000_1.R1084 

g428941 

391126 

24003_1.R1084 

uC-osrocyp002c06bl 

BLASTX 

g2668492 

489 

4 .Oe-49 

199 
55 

(D89981) metal-transporting P-type ATPase 
thaliana] 



[Arabidopsis 



391127 

24005JL.R1084 

uC-osflM202040d09bl 

BLASTX 

g3892051 

698 

1.0e-73 

156 

79 

(AC002330) predicted NADH dehydrogenase 24 kD subunit 
[Arabidopsis thaliana] 

391128 

24014_1.R1084 

LIB347 9-004-Q6-K1-G12 

BLASTX 

g4104060 

552 

3.0e-99 



49753 



Match length 


283 


% identity 


no 


NCBI Description 


(AF031231) S222 [Triticum aestivum] 


Seq. No. 


391129 


contig id 




5' -most EST 


uC-osflcypl06al0bl 


Seq. No. 


391130 


Contig ID 


24036 1.R1084 


5' -most EST 


LIB3434-037-P1-K1-G6 


Seq. No. 


391131 


Contig ID 


24037 1.R1084 


5' -most EST 


LIB3434-037-P1-K1-H1 


Method 


BLASTX 




y o / uzjjo 


BLAST score 


396 


E value 


1.0e-38 


Match length 


104 


% identity 


72 


NCBI Description 


(AC005397) unknown protein [Arabidopsis thai. 


Seq. No. 


391132 


Contig ID 


24039 1.R1084 


5 1 -most EST 


g3766700 


Method 


BLASTX 


NCBI (jI 


^•cm i /roc 

goyiiooo 


BLAST score 


286 


E value 


3.0e-25 


Match length 


77 


% identity 


66 


NCBI Description 


(Y11996) PRT1 protein [Nicotiana tabacum] 


Seq. No. 


391133 


Contig ID 


24039 2.R1084 


5 '-most EST 


LIB3434-037-P1-K1-H10 


Method 


BLASTX 




go yiiooo 


BLAST score 


528 


E value 


7.0e-59 


Match length 


145 


% identity 


/ 1 


NCBI Description 


(Y11996) PRT1 protein [Nicotiana tabacum] 


Seq. No. 


391134 


Contig ID 


24040 1.R1084 


5 1 -most EST 


g2442241 


Seq. No. 


391135 


Contig ID 


24043 1.R1084 


5 1 -most EST 


uC-osflcyp012al0bl 


Method 


BLASTN 


NCBI GI 


g5381221 


BLAST score 


86 


E value 


3.0e-40 


Match length 


90 



49754 



% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 r -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



99 

Oryza sativa rwc3 gene for water channel protein, 
3 1 -terminal genomic region 

391136 

24045JL.R1084 
LIB3434-037-P1-K1-H7 



391137 

24051JL.R1084 

g3763283 

BLASTX 

g3402817 

317 

7.0e-29 

68 
91 

(AJ007829) lacZ 1 



[Cloning vector pGreen] 



391138 

24051_2.R1084 

g3763318 

BLASTX 

g2739219 

245 

2.0e-20 

51 

98 

(AJ001161) rpS28 [Hordeum vulgare] 
391139 

24055JL.R1084 

g2800817 

BLASTX 

g3746431 

267 

3.0e-27 

81 

84 

(AF038585) pyruvate dehydrogenase kinase isoform 1; PDK1 
[Zea mays] 

391140 

24055_2. R1084 

LIB3434-038-P1-K1-B1 

BLASTX 

g3746431 

634 

4.0e-66 

127 

97 

(AF038585) pyruvate dehydrogenase kinase isoform 1; PDK1 
[Zea mays] 

391141 

24058_1.R1084 
g2309901 



49755 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 



BLASTX 

g2245125 

150 

4.0e-09 

43 

53 

(Z97343) 



hypothetical protein [Arabidopsis thaliana] 



391142 

24060_1.R1084 

g2309671 

BLASTX 

g5103818 

501 

2.0e-54 

216 

50 

(AC007591) Strong similarity to gi_4734005 F3L12.7 
hypothetical protein from Arabidopsis thaliana BAC 
gb_AC007178 

391143 

24081_1.R1084 
LIB347 9-012-Q6-K1-A6 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 



391144 

24094_1.R1084 

LIB3434-038-P1-K1-E6 

BLASTX 

g3335359 

581 

4.0e-64 

200 
63 

(AC003028) unknown protein [Arabidopsis thaliana] 
391145 

24094_2.R1084 

g2428629 

BLASTX 

g3335359 

327 

2.0e-30 

112 

55 

(AC003028) unknown protein [Arabidopsis thaliana] 
391146 

24095_1.R1084 
uC-osflcyp013d02bl 

391147 

24105JL.R1084 
g286437 

391148 

24113 1.R1084 



49756 



5 1 -most EST 



uC-osrocyp034h02al 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 
,. ..^ 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



391149 

24124_1.R1084 

uC-osflcypl79g02bl 

BLASTX 

gl076486 

371 

2.0e-35 

116 

65 

ciml protein - soybean >gi_555616 (U03860) 
induced message [Glycine max] 



cytokinin 



391150 

24125JL.R1084 

uC-osflcyp026al0bl 

BLASTX 

g4914429 

1083 

1.0e-118 

284 
71 

(AL050351) SEC14-like protein [Arabidopsis thaliana] 
391151 

24131JL.R1084 

LIB3434-039-P1-K1-A12 

BLASTX 

g2281090 

564 

6.0e-58 

196 

62 

(AC002333) hypothetical protein [Arabidopsis thaliana] 
391152 

24132JL. R1084 
g3760411 

391153 

24136_1.R1084 

uC-osroM202038d03bl 

BLASTX 

g2641211 

287 

3.0e-25 

68 

81 

(AF031547) histone-like protein [Fritillaria agrestis] 
391154 

24144_1.R1084 

uC-osroM202021e05bl 

BLASTX 

g3641836 

150 



49757 



€1 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-19 

165 
34 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

391155 

24160JL.R1084 

g3719462 

BLASTX 

g3860277 

707 

8.0e-90 

217 

78 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15 604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

391156 

24160__2.R1084 

g2442273 

BLASTX 

g3860277 

407 

1.0e-78 

215 

69 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314 394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391157 

24164_1.R1084 

LIB3434-039-P1-K1-D5 

BLASTX 

g2842486 

458 

3.0e-45 

132 
70 

(AL021749) putative protein [Arabidopsis thaliana] 
391158 

24179JL. R1084 

g3760675 

BLASTX 

gll73350 

174 

3.0e-12 

76 
53 

DNA BINDING PROTEIN S1FA 



Seq. No. 
Contig ID 
5' -most EST 



391159 

24179_2.R1084 
g2428000 



49758 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4680189 

58 

1.0e-23 

83 
93 

Oryza sativa subsp. indica putative dnaJ-like protein, 
putative myb-related protein, putative farnesyl 
pyrophosphate synthase, and hypothetical protein genes, 
complete cds 



Seq. No. 

Contig ID 
5' -most EST 



391160 

24181_1.R1084 
g5005503 



Seq. No. 
Contig ID 
5* -most EST 



391161 

24184_1.R1084 
LIB3434-039-P1-K1-F5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391162 
24193_1 
LIB3434 
BLASTX 
g4914331 
599 

4.0e-62 

174 
73 

(AC005489) 



R1084 

039-P1-K1-G2 



F14N23.17 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



391163 

24194_1.R1084 
g2798697 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391164 

24200_1.R1084 

uC-osrocyp004g06al 

BLASTX 

g4115377 

194 

1.0e-14 

48 
77 

(AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391165 

24208_1.R1084 

g2427501 

BLASTX 

g5051781 

276 

7.0e-40 

194 

48 

(AL078637) transport inhibitor response-like protein 
[Arabidopsis thaliana] 



49759 





Seq. No. 


391166 




Contig ID 


24217 1.R1084 




5 '-most EST 


LIB3434-040-P1-K1-A7 




Seq. No. 


391167 




Contig ID 


24218 1.R1084 




5 '-most EST 


LIB3434-040-P1-K1-A8 




Method 


BLASTX 










BLAST score 


653 




E value 


3.0e-68 




Match length 


173 




% identity 


73 




NCBI Description 


(AB027752) peroxidase 




Seq. No. 


391168 




Contig ID 


24221 1.R1084 




5 T -most EST 


uC-osflcyp013f03bl 




Method 


BLASTX 




NCBI GI 


g6006879 




BLAST score 


992 




E value 


1.0e-108 


few 


Match length 


261 




% identity 


74 




NCBI Description 


(AC008153) putative ei 



factor 3 subunit [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391169 

24240JL.R1084 

LIB3434-040-P1-K1-C6 

BLASTX 

g2347098 

880 

7.0e-95 

254 

66 

(U76845) ubiquitin-specif ic protease [Arabidopsis thaliana] 
>gi_44 90742_emb_CAB38904 . 1_ (AL035708) ubiquitin-specif ic 
protease (AtUBP3) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391170 

24245JL.R1084 

g3763303 
BLASTX 
g3402817 
214 

1.0e-16 

50 
86 

(AJ007829) lacZ 1 



[Cloning vector pGreen] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



391171 

24248JL.R1084 

uC-osflcyp085b02bl 

BLASTX 

g4589961 

477 



49760 





E value 


3.0e-51 




Match length 


200 




% identity 


58 




NCBI Description 


(AC007169) unknown protein [Arabidops: 




Seq. No. 


391172 




Contig ID 


24251 1.R1084 




5 1 -most EST 


LIB3434-040-P1-K1-D5 




Method 


BLASTX 






goz dz / o y 




BLAST score 


1144 




E value 


1.0e-126 




Match length 


260 




% identity 


82 




NCBI Description 


(AL080283) putative protein [Arabidop; 




Seq. No. 


391173 




Contig ID 


24263 1.R1084 




5' -most EST 


LIB3434-040-P1-K1-E6 




Method 


BLASTX 




NCBI GI 


g3702317 


Sm 


BLAST score 


172 




E value 






Match length 


38 




% identity 


87 


c 


NCBI Description 


(AC005397) unknown protein [Arabidops 






>gi 4jjyo / d go AftiJzouoo . i fiuuuu3zo_± 


Hi 




protein [Arabidopsis thaliana] 




Seq. No. 


391174 




Contig ID 


24271 1.R1084 


TOST 


5 T -most EST 


LIB3434-040-P1-K1-F3 


P 


Seq. No. 


391175 




Contig ID 


24279 1.R1084 




5 '-most EST 


g2442668 




Method 


BLASTX 




NCBI GI 


gl723231 




BLAST score 


131 




E value 


7.0e-13 




Match length 


128 



(AC006526) unknown 



% identity 

NCBI Description 



36 

HYPOTHETICAL 27.1 KD PROTEIN C1D4.09C IN CHROMOSOME I 
>gi_1177342_emb__CAA93218.1_ (Z69239) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391176 

24283JL.R1084 

g5056092 

BLASTX 

g4938501 

215 

7.0e-17 

95 

45 

(AL078465) putative protein [Arabidopsis thaliana] 



49761 



Seq. No. 


391177 


Contig ID 


24303 1.R1084 


5 '-most EST 


LIB3434-041-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4 D 0 / Oil 


BLAST score 


170 


E value 


5.0e-18 


Match length 


71 


% identity 


69 


NCBI Description 


(AC005956) hypotheti 


Seq. No. 


391178 


Contig ID 


24304 1.R1084 


5' -most EST 


g5667315 


Method 


BLASTX 


NCBI GI 


g729704 


BLAST score 


192 


E value 


4.0e-14 


Match length 


79 


% identity 


8 


NCBI Description 


DNA-BINDING PROTEIN 



;bp (hexamer-binding protein) 

>gi_1078700jpir A47156 hexamer-binding protein HEXBP - 

Leishmania major >gi_159342 (M94390) HEXBP DNA binding 
protein [Leishmania major] 



Seq. No. 

Contig ID 
5 '-most EST 



391179 

24315_1.R1084 
LIB3475-009-P1-K1-C6 



Seq. No. 
Contig ID 
5' -most EST 



391180 

24322_1.R1084 
g3768145 



Seq. No. 
Contig ID 
5' -most EST 



391181 

24323JL.R1084 
LIB3434-041-P1-K1-C9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391182 

24324_1.R1084 

LIB3477-005-P1-K1-F7 

BLASTX 

g4490292 

326 

5.0e-30 

89 

67 

(AL035678) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



391183 

24342_1.R1084 

LIB3475-012-P1-K1-C10 

BLASTX 

g4584525 

874 

3.0e-94 

204 

78 



49762 



€1 



NCBI Description (AL04 9607) protein phosphatase 2C-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391184 

24347_1.R1084 

LIB3434-041-P1-K1-F1 

BLASTX 

g5732705 

424 

1.0e-41 

111 
75 

(AF159388) thioredoxin-like protein [Phalaris coerulescens] 
>gi_5732707_gb_AAD49234.1_AF159389_l (AF159389) 
thioredoxin-like protein [Phalaris coerulescens] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391185 

24353JL.R1084 

g568983 

BLASTX 

gll96835 

614 

2.0e-88 

159 

99 

(L76377) osmotin 



[Oryza sativa] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391186 

24354_1.R1084 

g5771107 

BLASTX 

g3882211 

161 

9.0e-ll 

62 
50 

(AB018288) KIAA0745 protein [Homo sapiens] 
391187 

24372_1.R1084 

LIB3434-042-P1-K1-A12 

BLASTX 

g5031283 

371 

3.0e-35 

152 

51 

(AF139500) unknown [Prunus armeniaca] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



391188 

24374JL.R1084 

g5771089 

BLASTX 

g4895185 

407 

1.0e-39 
127 



49763 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 

(AC007661) unknown protein [Arabidopsis thaliana] 



.R1084 

-042-P1-K1-A4 



391189 
24375_1. 
LIB3434- 
BLASTX 
g5668814 
457 

2.0e-45 

148 

58 

(AC007519) ESTs gb_H36253 and gb_AA04251 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 


391190 


Contig ID 


24390 1.R1084 


5 '-most EST 


LIB3434-042-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3452263 


BLAST score 


731 


E value 


3.0e-77 


Match length 


235 


% identity 


81 


NCBI Description 


(AF035936) phosphatidylinositol 4-kinase; PI4K [Arabidop: 




thaliana] 


Seq. No. 


391191 


Contig ID 


24403 1.R1084 


5' -most EST 


LIB3434-042-P1-K1-D10 


Seq. No. 


391l9z 


Contig ID 


24405 1.R1084 


5 '-most EST 


LIB3434-042-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g5689035 


BLAST score 


385 


E value 


9.0e-40 


Match length 


179 


% identity 


46 


NCBI Description 


(AB022053) prolyl oligopeptidase [Mus musculus] 


Seq. No. 


391193 


Contig ID 


24423 1.R1084 


5' -most EST 


LIB3434-042-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g6056194 


BLAST score 


121 


E value 


2.0e-14 


Match length 


102 


% identity 


43 


NCBI Description 


(AC009400) unknown protein [Arabidopsis thaliana] 


Seq. No. 


391194 


Contig ID 


24426 1.R1084 


5 '-most EST 


LIB34 34-042-P1-K1-F11 


Method 


BLASTX 



49764 



NCBI GI gl617270 

BLAST score 521 

E value 7 . Oe-53 

Match length 127 

% identity 75 

NCBI Description (X94624) acyl-CoA synthetase [Brassica napus] 





Seq. No. 


391195 








Contig ID 


z44zy l.Rll)o4 








5' -most EST 


g5004549 








Method 


BLASTX 








NCBI GI 


g4586056 








BLAST score 










E value 


3.0e-18 








Match length 


149 








% identity 


36 








NCBI Description 


(AC007020) unknown protein 


[Arabidopsis 


thaliana] 




Seq. No. 


391196 








Contig ID 


24434 1.R1084 






En 


5 '-most EST 


LIB34 34-042-P1-K1-F9 








Seq. No. 


391197 








Contig ID 


24447 1.R1084 








5' -most EST 


g286394 






s 


Seq. No. 


391198 






Fflj 


Contig ID 


24450 1.R1084 








5 '-most EST 


g3767528 








Method 


BLASTX 






s ^ 


NCBI GI 


g3033397 








BLAST score 


741 








E value 


2.0e-78 








Match length 


167 








% identity 


82 






iL-J 


NCBI Description 


(AC004238) unknown protein 


[Arabidopsis 


thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391199 

24451_1.R1084 

LIB34 34-042-P1-K1-H3 

BLASTX 

g4586049 

534 

3.0e-54 

217 
43 

(AC007020) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



391200 

24559_1.R1084 

LIB3474-001-P1-K1-A11 

BLASTX 

g2586083 

174 

2.0e-12 

78 
50 



49765 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U72725) receptor kinase-like protein [Oryza 
longistaminata] 



391201 

24567JL.R1084 

g4879179 

BLASTX 

g2809238 

275 

4.0e-24 

83 
57 

(AC002560) F21B7.7 



[Arabidopsis thaliana] 



391202 

24570JL.R1084 

LIB3474-001-P1-K1-B12 

BLASTX 

gl346840 

689 

9.0e-73 

130 
100 

PHOTOSYSTEM Q(B) PROTEIN (32 KD THYLAKOID MEMBRANE PROTEIN) 

(PHOTOSYSTEM II PROTEIN Dl) >gi_1363615_pir S58531 

photosystem II protein Dl - maize chloroplast 
>gi_902201_emb_CAA60265_ (X86563) PSII 32 KDa protein [Zea 
mays] 

391203 

24572__1.R1084 

LIB3474-001-P1-K1-B3 

BLASTX 

gll69736 

741 

5.0e-80 

265 
59 

FKBP-RAPAMYCIN ASSOCIATED PROTEIN (FRAP) (RAPAMYCIN TARGET 

PROTEIN) >gi_1083778_pir A54837 rapamycin/FKBP12 target 1 

- rat >gi_511229 (U11681) rapamycin and FKBP12 target-1 
protein [Rattus norvegicus] >gi_561858 (L37085) rapamycin 
target [Rattus norvegicus] 

391204 

24575_1.R1084 

g4715426 

BLASTX 

g4678345 

154 

1.0e-09 

143 
26 

(AL04 9659) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 



391205 



49766 



Contig ID 
5' -most EST 



24579_1.R1084 
LIB3474-001-P1-K1-C1 



Seq. No. 

Contig ID 
5 1 -most EST 



391206 

24581JL.R1084 
LIB3474-001-P1-K1-C11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



391207 

24591JL.R1084 

LIB3474-001-P1-K1-D1 

BLASTX 

g2674203 

640 

6.0e-67 

149 
88 

(AF036328) CLP protease regulatory subunit CLPX 
[Arabidopsis thaliana] 

391208 

24613_1.R1084 
uC-osflM202051c05bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



391209 

24618_1.R1084 

LIB3474-001-P1-K1-F5 

BLASTX 

g3152559 

222 

6.0e-18 

52 
77 

(AC002986) Similarity to A. thaliana gene product 
F21M12.20, gb_AC000132. EST gb_Z25651 comes from this gene. 
[Arabidopsis thaliana] 

391210 

24622_1.R1084 

uC-osflcyp009dl0bl 

BLASTX 

g3096910 

373 

2.0e-35 

119 

61 

(AJ005813) neoxanthin cleavage enzyme [Arabidopsis 
thaliana] 

391211 

24623JL.R1084 

uC-osflM202095f01bl 

BLASTX 

g3202030 

295 

1.0e-26 

98 
62 



49767 



NCBI Description (AF069318) geranylgeranyl hydrogenase [Mesembryanthemum 
crystallinum] 



Seq. No* 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



391212 

24629JL.R1084 
g2309646 

391213 

24660_1.R1084 

LIB3475-009-P1-K1-H12 

BLASTX 

g4938503 

346 

2.0e-32 

176 
32 

(AL078465) hnRNP-like protein [Arabidopsis thaliana] 
391214 

24666_1.R1084 

uC-osflcyp014a01bl 

BLASTX 

g!170029 

422 

2.0e-41 

88 
91 

GL0TAMATE-1-SEMIALDEHYDE 2 , 1-AMINOMUTASE PRECURSOR (GSA) 
(GLUTAMATE-1-SEMIALDEHYDE AMINOTRANSFERASE) (GSA- AT) 

>gi_100581__pir A35789 glutamate-1- semi aldehyde 

2, 1-aminomutase (EC 5.4.3.8) - barley >gi_506383 (M31545) 
glutamate 1-semialdehyde aminotransferase [Hordeum vulgare] 

391215 

24679JL.R1084 
LIB3474-002-P1-K1-D10 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



391216 

24684_1.R1084 
g426510 

391217 

24687_1.R1084 
LIB347 4-002-P1-K1-D9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391218 

24690_1.R1084 

LIB3474-002-P1-K1-E11 

BLASTX 

g81601 

513 

5.0e-52 

154 

72 

chaperonin 60 beta - Arabidopsis thaliana 



Seq. No. 



391219 



49768 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24693JL.R1084 
uC-osroM202018gllbl 

391220 

24702_1.R1084 

LIB3474-002-P1-K1-F12 

BLASTN 

g5852170 

275 

1.0e-153 

362 

99 

Oryza sativa indica(GLA4) genomic DNA, chromosome 4, BAC 
clone:tl7804 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391221 

24705JL.R1084 
LIB3474-002-P1-K1-F4 
BLASTX 
g2088648 
230 

7.0e-19 

65 
60 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
391222 

24706_1.R1084 

LIB3474-002-P1-K1-F5 

BLASTX 

g285741 

233 

8.0e-19 

181 

32 

(D14550) EDGP precursor [Daucus carota] 



391223 

24711_1.R1084 

uC-osflcyp029e03al 

BLASTN 

g2245377 

35 

1.0e-09 

83 
86 

Arabidopsis thaliana auxin response factor 1 
complete cds 



(ARF1) mRNA, 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



391224 

24713_1.R1084 

uC-osflM202043h01bl 

BLASTX 

g461532 

432 

1.0e-42 
112 



49769 



€1 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 

AD P - RI BOS YLAT I ON FACTOR >gi_1362500_pir D4 9993 

ADP-ribosylation factor - Ajellomyces capsulata >gi_407693 
(L25117) ADP-ribosylation factor [Histoplasma capsulatum] 

391225 

24716_1.R1084 

LIB3474-002-P1-K1-G4 

BLASTX 

g4938484 

322 

2.0e-29 
205 
43 

(AL078464) 
thaliana] 



transcription factor-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391226 

24729_1.R1084 

LIB3474-002-P1-K1-H6 

BLASTX 

g2190550 

393 

5.0e-38 

152 

55 

(AC001229) ESTs gb_T45673, gb_N37512 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


391227 


Contig ID 


24743 1.R1084 


5' -most EST 


LIB3475-008-P1-K1-H3 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


34 


E value 


2.0e-09 


Match length 


38 


% identity 


97 


NCBI Description 


Homo sapiens PEX1 mRNA, 


Seq. No. 


391228 


Contig ID 


24747 1.R1084 


5' -most EST 


LIB3474-003-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4585976 


BLAST score 


664 


E value 


2.0e-69 


Match length 


174 


% identity 


69 


NCBI Description 


(AC005287) Unknown prot< 


Seq. No. 


391229 


Contig ID 


24751 1.R1084 


5' -most EST 


LIB3474-003-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4508069 


BLAST score 


639 



49770 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-66 

214 

57 

(AC005882) 12246 [Arabidopsis thaliana] 
391230 

24752_1.R1084 

uC-osflm202113allbl 

BLASTX 

g4679028 

192 

7.0e-19 

94 

49 

(AF077207) HSPC021 [Homo sapiens] 

>gi_5106781_gb_AAD39841.1__ (AF083243) HSPC025 [Homo 
sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391231 

24752^2. R1084 

LIB3474-003-P1-K1-B5 

BLASTX 

g4679028 

280 

1.0e-24 

116 

48 

(AF077207) HSPC021 [Homo sapiens] 
>gi_5106781_gb_AAD39841.1_ (AF083243) 
sapiens] 



HSPC025 [Homo 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



391232 

24752_3.R1084 

uC-osflM202020a05bl 

BLASTX 

g4679028 

220 

9.0e-22 

125 

44 

(AF077207) HSPC021 [Homo sapiens] 
>gi_5106781_gb_AAD39841.1_ (AF083243) 
sapiens] 

391233 

24757_1.R1084 
uC-osflcyp078g01bl 

391234 

24767_1.R1084 

g572151 

BLASTX 

g3914005 

511 

7.0e-52 

119 

87 



HSPC025 [Homo 



49771 



NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_1816586 
(U85494) L0N1 protease [Zea mays] 

391235 

24769JL.R1084 

uC-osflcypl55b09bl 

BLASTX 

g4960156 

283 

5.0e-25 

104 

53 

(AF153284) putative progesterone-binding protein homolog 
[Arabidopsis thaliana] 

391236 

24773_1.R1084 
LIB3474-003-P1-K1-D4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391237 

24774JL.R1084 

g4879045 
BLASTX 
g4835765 
436 

5.0e-43 

126 

67 

(AC007202) Is a member of the PF_00171 aldehyde 
dehydrogenase family. ESTs gb_T21534, gb_N65241 and 
gb AA395614 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



391238 

24777_1.R1084 
LIB3474-003-P1-K1-D9 



Seq. No. 
Contig ID 
5' -most EST 



391239 

24786JL.R1084 
LIB3474-003-P1-K1-E7 



Seq. No. 
Contig ID 
5 '-most EST 



391240 

24787_1.R1084 
LIB3474-003-P1-K1-E8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391241 

24794_1.R1084 

LIB3474-003-P1-K1-F4 

BLASTX 

g2245004 

399 

1.0e-38 

143 
55 

(Z97341) membrane transporter like protein [Arabidopsis 
thaliana] 



Seq. No. 



391242 



49772 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24806_1.R1084 

LIB3474-003-P1-K1-G4 

BLASTX 

g3413717 

180 

1.0e-12 

49 
73 

(AC004747) unknown protein [Arabidopsis thaliana] 
>gi_3643590 (AC005395) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



391243 

24807_1.R1084 
uC-osflM2020114d07al 



Seq. No. 

Contig ID 

5 , -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391244 

24813_1.R1084 

uC-osflm202108fl0bl 

BLASTX 

gll68609 

437 

4.0e-43 

133 

64 

AUXIN-RESISTANCE PROTEIN AXR1 >gi_47 9664_pir S35071 

auxin-resistance protein AXR1 - Arabidopsis thaliana 
>gi_304104 (L13922) ubiquitin-activating enzyme El 

[Arabidopsis thaliana] >gi_2388579 (AC000098) Match to 
Arabidopsis AXR1 (gb_ATHAXR1122 ) . [Arabidopsis thaliana] 
>gi_4 4 8755_prf 1917337A ubiquitin-activating enzyme El 

[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 



.R1084 

■004-P1-K1-A2 



391245 
24824_1. 
LIB3474- 
BLASTX 
g476752 
588 

5.0e-87 

213 
77 

(L24073) rubisco large subunit [Oryza sativa] 
>gi_1583954_prf 2121489A 

RuBisCO:SUBUNIT=large: ISOTYPE=truncated [Oryza sativa] 
391246 

24829_1.R1084 
LIB347 4-004-P1-K1-A9 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



391247 

24831_1.R1084 

LIB3474-004-P1-K1-B12 

BLASTX 

g2130024 

256 

5. Oe-22 



49773 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



82 
71 

DNA-binding protein ABF2 
>gi_l 15987 9_emb_CAA8 8 3 3 1_ 
[Avena fatua] 

391248 

24837_1.R1084 
g4715583 

391249 

24846JL.R1084 
LIB3474-004-P1-K1-C9 



wild oat 

(Z48431) DNA-binding protein 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



391250 

24863_1.R1084 
g702358 

391251 

24864JL.R1084 

g428427 

BLASTX 

g5262202 

364 

1.0e-34 

116 

60 

(AL080252) nodulin-like protein [Arabidopsis thaliana] 



391252 

24866JL.R1084 

uC-osflcypl08fl0bl 

BLASTX 

g4512667 

548 

7.0e-56 

139 

75 

(AC006931) putative MAP kinase 



[Arabidopsis thaliana] 



391253 

24867_1.R1084 
uC-osrocyp009cl2bl 

391254 

24868JL.R1084 
LIB3474-004-P1-K1-F10 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



391255 

24878JL.R1084 

LIB3474-004-P1-K1-G2 

BLASTN 

g5822826 

86 

2.0e-40 

117 

65 



49774 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



Oryza sativa Dl gene for alpha-subunit of GTP-foinding 
protein, wild type, partial sequence 



391256 

24884JL.R1084 

uC-osflm202101e06bl 

BLASTX 

g3292814 

213 

7.0e-17 

45 

89 

(AL031018) putative protein 



[Arabidopsis thaliana] 



391257 

24888_1.R1084 
g569028 

391258 

24893JL.R1084 

LIB347 9-009-Q6-K1-F10 

BLASTX 

g399942 

853 

1.0e-152 

324 

85 

CHLOROPLAST STROMA 70 KD HEAT SHOCK-RELATED PROTEIN 

PRECURSOR >gi_421881_pir S32818 heat shock protein, 70K, 

chloroplast - garden pea >gi_169023 (L03299) 70 kDa heat 
shock protein [Pisum sativum] >gi_871515_emb_CAA4 9147_ 
(X69213) Psst70 (stress 70 protein) [Pisum sativum] 

391259 

24899_1.R1084 
uC-osflcyp055e08bl 

391260 

24901_1.R1084 
g4879712 

391261 

24903JL.R1084 

g700911 

BLASTX 

g4895239 

153 

5.0e-10 

57 
58 

(AC007659) hypothetical protein [Arabidopsis thaliana] 
391262 

24912_1.R1084 

uC-osflM202123f04bl 

BLASTX 

g3785989 



49775 



0 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



601 

2.0e-62 

131 

87 

(AC005560) unknown protein [Arabidopsis thaliana] 
391263 

24913_1.R1084 

LIB34 7 9-001-Q6-K2-A8 

BLASTX 

g465763 

456 

4.0e-45 

235 

44 

HYPOTHETICAL 70.9 KD PROTEIN C06G4.2 IN CHROMOSOME III 
>gi_630525_pir_S44749 C06G4.2 protein - Caenorhabditis 
elegans >gi_409293 (L25598) homology with calpain; putative 
[Caenorhabditis elegans] 

391264 

24914JL.R1084 
g3761426 

391265 

24918JL.R1084 

LIB3474-005-P1-K1-C1 

BLASTX 

g3913732 

165 

3.0e-ll 

138 
37 

HYDROXYACYLGLUTATHIONE HYDROLASE MITOCHONDRIAL ISOZYME 
PRECURSOR (GLYOXALASE II) (GLX II) >gi_2570340 (U90928) 
glyoxalase II mitochondrial isozyme [Arabidopsis thaliana] 

391266 

24953_1.R1084 

g2317552 

BLASTX 

g4699942 

537 

1.0e-97 

297 

62 

(AC007166) putative receptor protein kinase [Arabidopsis 
thaliana] 

391267 

24955JL.R1084 
LIB3474-005-P1-K1-G1 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



391268 

24957_1.R1084 

LIB3474-005-P1-K1-G12 

BLASTX 



49776 



NCBI GI g5689035 

BLAST score 559 

E value 1.0e-57 

Match length 143 

% identity 68 

NCBI Description (AB022053) prolyl oligopeptidase [Mus musculus] 



Seq. No. 


391269 




Contig ID 


24959 1.R1084 




5 1 -most EST 


g2443078 




Method 


BLASTX 




NCBI GI 


g3319776 




BLAST score 


348 




E value 


4.0e-43 




Match length 


125 




% identity 


77 




NCBI Description 


(AJ007 665) seryl-tRNA synthetase 


[Zea mays] 


Seq. No. 


391270 




Contig ID 


24959 2.R1084 




5 ' -most EST 


LIB3477-009-P1-K1-B5 




Method 


BLASTX 




NCBI GI 


g3319776 




BLAST score 


183 




E value 


6.0e-14 




Match length 


46 




% identity 


78 




NCBI Description 


(AJ007665) seryl-tRNA synthetase 


[Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391271 

24962JL.R1084 

LIB3477-002-P1-K1-C3 

BLASTX 

g400986 

226 

2.0e-18 

64 

69 

50S RIBOSOMAL PROTEIN L15, CHLOROPLAST PRECURSOR (CL15) 

>gi_81947_pir S18001 ribosomal protein L15 precursor, 

chloroplast - garden pea (fragment) >gi_208 67_emb_CAA77595_ 
(Z11510) Plastid ribosomal protein CL15 [Pisum sativum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391272 

24984_1.R1084 

g2310588 

BLASTX 

g5734639 

575 

4.0e-59 

113 

100 

(AP000391) ESTs AU056036 (S20239) 
AU056035 (S20239) correspond to a 



gene . ; 
[Oryza 



Similar 
sativa] 



C72753(E2173) , 
region of the predicted 
to putative cytochrome P-450 (AC003680) 



49777 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



391273 

24987JL.R1084 

LIB3474-006-P1-K1-B11 

BLASTX 

g3080412 

271 

1.0e-23 

154 

37 

(AL022604) putative protein [Arabidopsis thaliana] 



1.R1084 

U-006-P1-K1-B12 
J 

137 
L3 



391274 
24989 
LIB347' 
BLASTN 
g50424: 
41 

2.0e-i: 
137 
64 

Oryza sativa BAC T49B20 genomic sequence, complete sequence 
391275 

24990JL.R1084 

LIB3474-006-P1-K1-B2 

BLASTX 

g3059061 

149 

6.0e-09 

198 
24 

(AL022401) dJ93L7.1 (RAB Escort protein 1 (REP-1, RAB 
proteins geranylgeranyltransf erase component A 1, 
Choroideraemia protein, Tapetochoroidal Dystrophy (TCD) 
protein) [Homo sapiens] 

391276 

24991JL.R1084 

uC-osflM202052b07bl 

BLASTX 

gl705678 

588 

7.0e-61 

134 
86 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi_862480 (U20213) 
valosin-containing protein [Glycine max] 

391277 

24992_1.R1084 
g4714144 

391278 

24996_1.R1084 

uC-osflM202064h01al 

BLASTX 



49778 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 



g4972052 
230 

6.0e-19 

57 
41 

(AL078470) putative protein [Arabidopsis thaliana] 
391279 

25003_1.R1084 

uC-osrocyp007h07bl 

BLASTX 

g2500036 

939 

1.0e-102 

219 

80 

DIHYDROOROTASE PRECURSOR (DHOASE) >gi_2121273 (AF000146) 
dihydroorotase [Arabidopsis thaliana] 

>gi_3292818_emb_CAA19808.1_ (AL031018) dihydroorotase 
[Arabidopsis thaliana] 

391280 

25008__1.R1084 
LIB3474-006-P1-K1-C9 



Seq. No. 
Contig ID 
5 ' -most EST 



391281 

25014_1.R1084 
LIB3474-006-P1-K1-D3 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



391282 

25018_1.R1084 

LIB3474-008-P1-K1-G2 

BLASTX 

g4337192 

363 

4.0e-35 

151 

54 

(AC006403) hypothetical protein [Arabidopsis thaliana] 
391283 

25020JL.R1084 

g2310148 

BLASTX 

g3080433 

290 

1.0e-46 

151 

63 

(AL022605) putative gamma-glutamyltransf erase [Arabidopsis 
thaliana] 

391284 

25033_1.R1084 
g5607610 
BLASTX 
g5453379 



49779 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



513 

8.0e-52 

179 

54 

(AF155124) bacterial-induced peroxidase precursor 
[Gossypium hirsutum] 

391285 

25052_1.R1084 
uC-osflcypl72e06bl 

391286 

25058_1.R1084 

LIB3477-009-P1-K1-E8 

BLASTX 

gl743412 

307 

6.0e-30 

92 
76 

(Y09826) amino acid transporter [Solanum tuberosum] 
391287 

25062_1.R1084 

LIB3474-007-P1-K1-A10 

BLASTX 

g2289010 

220 

1.0e-17 

45 

84 

(AC002335) FKBP type peptidyl -prolyl cis-trans isomerase 
isolog [Arabidopsis thaliana] 

391288 

25065JL.R1084 

LIB3475-004-P1-K2-F2 

BLASTX 

g4468798 

461 

5.0e-46 

145 

63 

(AJ010440) GST7 protein [Zea mays] 
391289 

25074_1.R1084 

LIB3474-007-P1-K1-B12 

BLASTX 

g4544449 

286 

2.0e-25 

82 
67 

(AC006592) putative peroxidase [Arabidopsis thaliana] 



Seq. No. 



391290 
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BLASTX 


NCBI GI 


g6041824 
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Match length 


95 


% identity 


41 


NCBI Description 


(AC009918) hypothetical prot< 


Seq. No. 


391295 


Contig ID 


25125 1.R1084 



49781 



9 



5' -most EST LIB3477-004-P1-K1-B10 

Method BLASTX 

NCBI GI g3169174 

BLAST score 326 

E value 4 . Oe-30 

Match length 121 

% identity 50 

NCBI Description (AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] 

Seq. No. 391296 

Contig ID 25130_1 . R1084 

5' -most EST g3768305 

Method BLASTX 

NCBI GI g3702323 

BLAST score 260 

E value 3.0e-22 

Match length 102 

% identity 45 

NCBI Description (AC005397) unknown protein [Arabidopsis thaliana] 

Seq. No. 391297 
Contig ID 25131JL . R1084 

5 ? -most EST LIB3474-007-P1-K1-G5 

Seq. No. 391298 

Contig ID 25132_1 . R1084 - 

5 1 -most EST g4879977 

Method BLASTX 

NCBI GI g4680491 

BLAST score 722 

E value 1.0e-102 

Match length 198 

% identity 92 

NCBI Description (AF119222) hypothetical protein [Oryza sativa] 

Seq. No. 391299 

Contig ID 25147_1 . R1Q84 

5 '-most EST uC-osf Icypl55dl0bl 

391300 

25148JL.R1084 
uC-osroM202030b03bl 
BLASTX 
g2244813 
425 

2.0e-41 

233 
49 

(Z97336) acylaminoacyl-peptidase like protein [Arabidopsis 
thaliana] 

Seq. No. 391301 

Contig ID 25154J. . R1084 

5 '-most EST uC-osf Icypl23e02bl 

Method BLASTX 

NCBI GI g5922612 



Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49782 



9 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 r -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



776 

1.0e-118 

450 

51 

(AP000492) EST AU078118 (E3904 ) corresponds to a region of 
the predicted gene.; similar to Arabidopsis thaliana BAC 
IG002P16; No definition line found. (AF007270) [Oryza 
sativa] 

391302 

25157_JL.R1084 

uC-osroM202018b02bl 

BLASTX 

g4206195 

184 

2.0e-13 

48 
65 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
>gi_4262169_gb_AAD144 69_ (AC005275) hypothetical protein 
[Arabidopsis thaliana] 

391303 

25161_1.R1084 
uC-osflcyp041gllbl 

391304 

25162JL.R1084 

LIB3474-008-P1-K1-B7 

BLASTX 

g5107831 

475 

3.0e-47 

302 

11 

(AF149413) contains similarity to protein kinase domains 
(Pfam F00069, Score=162.6, £-6.86-45, N=l) and leucien rich 
repeats (Pfam PF00560, Score-210.7, E=2.2e-59, N=10) 
[Arabidopsis thaliana] 

391305 

25165_1.R1084 
LIB3474-008-P1-K1-C1 

391306 

25170JL.R1084 

g572228 

BLASTX 

g3885328 

276 

4.0e-24 

84 

61 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 



391307 



49783 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



25175_1.R1084 

LIB3474-008-P1-K1-C8 

BLASTN 

g6015437 

36 

2.0e-10 

36 

59 

Homo sapiens PEX1 mRNA, complete cds 
391308 

25178_2.R1084 
g4880033 

391309 

25183JL.R1084 

uC-osrocyp015gl2al 

BLASTX 

gl30718 

345 

2.0e-32 

119 
58 

ACID PHOSPHATASE PRECURSOR 1 >gi_170370 (M83211) acid 
phosphatase type 1 [Lycopersicon esculentum] >gi_170372 
(M67474) acid phosphatase type 5 [Lycopersicon esculentum] 
>gi_445121_prf__1908427A acid phosphatase 1 [Lycopersicon 
esculentum] 

391310 

25184_1.R1084 

uC-osflcyp092al0bl 

BLASTX 

g5006857 

235 

1.0e-19 

61 
77 

(AF145730) homeodomain leucine zipper protein [Oryza 
sativa] 

391311 

25193_1.R1084 
LIB3474-008-P1-K1-E9 

391312 

25203_1.R1084 
g3548923 

391313 

25224_1.R1084 

LIB3474-008-P1-K1-H7 

BLASTX 

g4426964 

579 

1.0e-59 

157 



49784 



9 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 



68 

(AF126255) purple acid phosphatase precursor [Anchusa 
officinalis] 

391314 

25231_1.R1084 

g701194 

BLASTX 

g3928088 

290 

8.0e-26 

107 

53 

(AC005770) putative peroxidase [Arabidopsis thaliana] 
391315 

25244_1.R1084 
LIB3474-012-P1-K1-H3 

391316 

25251_1.R1084 
uC-osrocyp013e05bl 

391317 

25266JL.R1084 

g2800252 

BLASTX 

g4468980 

418 

7.0e-41 

116 
68 

(AL035605) f ormamidase-like protein [Arabidopsis thaliana] 
391318 

25271JL.R1084 

LIB3477-004-P1-K1-E8 

BLASTX 

g4115377 

325 

5.0e-30 

88 

75 

(AC005967) unknown protein [Arabidopsis thaliana] 
391319 

25273JL. R1084 
LIB3474-009-P1-K1-E10 

391320 

25275_2.R1084 
g426648 

391321 

25279JL.R1084 

LIB3474-009-P1-K1-E5 

BLASTN 



49785 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -mo st EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g6015437 
37 

3-0e-ll 

39 
61 

Homo sapiens PEX1 mRNA, complete cds 
391322 

25283_1.R1084 

LIB3474-009-P1-K1-E9 

BLASTX 

g2598575 

241 

1.0e-26 

88 
72 

(Y15293) MtN21 [Medicago truncatula] 



Seq. No. 
Contig ID 
5 1 -most EST 



391323 

25285_1.R1084 
g2311519 

391324 

25287_1.R1084 

uC-osflcypl06e02bl 

BLASTX 

g4138343 

971 

1.0e-122 

327 
66 

(AJ011979) RNA-directed RNA polymerase [Petunia x hybrida] 
391325 

25290_1.R1084 
uC-osflM202050fllbl 

391326 

25297_1.R1084 
LIB3474-009-P1-K1-G11 

391327 

25300_1.R1084 

uC-osroM202041c06bl 

BLASTX 

g2435519 

1047 

1.0e-123 

353 
65 

(AF024504) similar to mouse MEM3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 

391328 

25310_1.R1084 
uC-osrocyp032h08bl 
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Method 


BLASTN 




NCBI GI 


g4959460 
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Method 


BLASTX 




NCBI GI 


g2632105 




BLAST score 


1048 




E value 


1.0e-114 




Match length 


258 




% identity 


77 
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NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



(Z987 60) arginyl-tRNA synthetase [Arabidopsis thaliana] 
>gi_4539426_emb_CAB38959.1_ (AL049171) arginyl-tRNA 
synthetase [Arabidopsis thaliana] 

391334 

25352JL.R1084 
LIB3474-010-P1-K1-E7 



Seq. No. 
Contig ID 
5 '-most EST 



391335 

25359JL.R1084 
LIB3474-010-P1-K1-F7 



Seq. No. 
Contig ID 
5 1 -most EST 



391336 

25363_1.R1084 
LIB3474-010-P1-K1-G11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



391337 

25369JL.R1084 

LIB3474-010-P1-K1-G8 

BLASTN 

g6015437 

34 

4.0e-09 

40 

60 

Homo sapiens PEX1 mRNA, complete cds 
391338 

25375_1.R1084 

gl631822 

BLASTX 

g3928150 

442 

4.0e-50 

129 

82 

(AJ131049) hypothetical protein [Cicer arietinum] 
391339 

25381JL.R1084 
LIB3474-011-P1-K1-A4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



391340 

25387JL.R1084 

LIB3474-011-P1-K1-B10 

BLASTX 

g3522929 

776 

6.0e-83 

153 

95 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

391341 

25393 1.R1084 



49788 



5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3474-011-P1-K1-B6 
391342 

25396_1.R1084 
g428267 

391343 

25409_1.R1084 

LIB34 74-011-P1-K1-D10 

BLASTX 

gll74470 

534 

2.0e-54 

187 

56 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT H0MOL0G (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 

membrane protein 1 [Mus musculus] >gi_1588285_prf 2208301A 

integral membrane protein [Mus musculus] 

391344 

25412JL.R1084 

LIB3474-011-P1-K1-D2 

BLASTN 

gl75854 

41 

1.0e-13 

45 
98 

O.sativa 28S large subunit rRNA, 5 f end 
391345 

25414_1.R1084 
g4968864 

391346 

25415_1.R1084 
LIB3474-011-P1-K1-D6 

391347 

25419_1.R1084 
g286930 

391348 

25422_1.R1084 

uC-osflcyp034bl0bl 

BLASTX 

g3980378 

870 

1.0e-125 

249 

84 

(AC004561) 
thaliana] 



putative RNA binding protein [Arabidopsis 



Seq. No. 

Contig ID 



391349 

25425 1.R1084 
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5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2428001 

391350 

25426_1 

LIB3474 

BLASTX 

g2244771 

340 

2.0e-36 

124 

58 

(Z97335) 



R1084 
011-P1- 



■K1-E7 



kinesin like protein [Arabidopsis thaliana] 



391351 

25429_1.R1084 

g3090523 
BLASTX 
gl418990 
150 

3.0e-09 

63 

51 

(Z75524) unknown 



[Lycopersicon esculentum] 



391352 

25447_1.R1084 

g2310233 

BLASTX 

g2058456 

660 

1.0e-130 

289 

81 

(U66408) GTP-binding protein [Arabidopsis thaliana] 
>gi_2345150_gb_AAB67830_ (AF014822) developmental ly 
regulated GTP binding protein [Arabidopsis thaliana] 

391353 

25449_1.R1084 

g5005494 

BLASTX 

g3063444 

196 

6.0e-15 

73 
52 

(AC003981) F22013.5 [Arabidopsis thaliana] 
>gi_4 973256_gb_AAD35005.1_AF144387_l (AF144387) 
thioredoxin-like 1 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



391354 

25465_1.R1084 
LIB3474-012-P1-K1-A5 



Seq. No. 
Contig ID 
5' -most EST 



391355 

25476_1.R1084 

g2310198 
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Method 


BLASTX 




NCBI GI 


g3150415 




BLAST score 


305 




E value 


1 (](=>- 01 

-L • UC £* f 




Match length 


108 




% identity 


36 




NCBI Description 


(AC004165) secl3-related protein [Arabidopsis 


thaliana 




>gi_3420046 (AC004680) secl3-related protein 


[Arabidop, 




thaliana] 




Seq. No. 


391356 




Contig ID 


25490 1.R1084 




5 1 -most EST 


LIB3474-012-P1-K1-C8 




Method 


BLASTX 




NCBI GI 


g3327957 




BLAST score 


152 










Match length 


48 




% identity 


58 




NCBI Description 


(AF060490) TLS-associated protein TASR-2 [Mus 


musculus 




>gi_3327976 (AF067730) TLS-associated protein 


TASR-2 [: 




sapiens] 




Seq. No. 


391357 




Contig ID 


25493 1.R1084 




5 '-most EST 


g5003707 




Method 


BLASTN 






gooU Jz4z 




BLAST score 


79 




E value 


5.0e-36 




Match length 


359 




% identity 


87 




NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone 


:P0535G04 


Seq. No. 


391358 




Contig ID 


25505 1.R1084 




5' -most EST 


g4880939 




Method 


BLASTX 




NLbl bl 


g4 oiy o / 1 




BLAST score 


334 




E value 


7.0e-31 




Match length 


163 




% identity 






NCBI Description 


(AB017693) transfactor [Nicotiana tabacum] 




Seq. No. 


391359 




Contig ID 


25518 1.R1084 




5' -most EST 


g570135 




Seq. No. 


391360 




Contig ID 


25519 1.R1084 




5' -most EST 


LIB3474-012-P1-K1-F5 




Method 


BLASTX 




NCBI GI 


g3080442 




BLAST score 


209 




E value 


1.0e-16 




Match length 


66 





Homo 



49791 



% identity 56 

NCBI Description (AL022605) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



391361 

25520JL.R1084 
LIB3474-012-P1-K1-F6 



Seq. No. 
Contig ID 
5 '-most EST 



391362 

25528JL.R1084 
LIB3474-012-P1-K1-G2 



Seq. No. 

Contig ID 

5 ■-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391363 

25529_1.R1084 

LIB3474-012-P1-K1-G3 

BLASTX 

g2735764 

146 

4.0e-09 

37 
76 

(AF008651) 
tuberosum] 



MADS transcriptional factor; STMADS16 [Solanum 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391364 

25531JL.R1084 

g2799775 

BLASTX 

g4105798 

844 

3.0e-99 

239 

60 

(AF04 9930) PGP237-11 [Petunia x hybrida] 



391365 

25531_2.R1084 

LIB3599-001-P1-K6-F3 

BLASTX 

g4105798 

840 

3.0e-90 

200 

63 

(AF049930) PGP237-11 



[Petunia x hybrida] 



391366 

25534_1.R1084 

LIB34 74-012-P1-K1-H1 

BLASTX 

g3047124 

279 

6.0e-26 

120 

53 

(AF058919) No definition line found [Arabidopsis thaliana] 



Seq. No. 



391367 



49792 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25541_1.R1084 
g5002884 

391368 

25545JL.R1084 

jC-osleLIB347 4037a02al 

BLASTX 

gll70619 

471 

5.0e-47 

108 

83 

KINESIN-LIKE PROTEIN A >gi_47 9594_pir S34830 

kinesin-related protein katA - Arabidopsis thaliana 
>gi_303502_dbj_BAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 
>gi_2 91108 4_emb_CAA1754 6.1_ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 

391369 

25547JL.R1084 
jC-osleLIB347 4037a04al 

391370 

25552JL.R1084 

jC-osleLIB347 4 037a09al 

BLASTX 

g2104691 

235 

4.0e-19 

147 

37 

(U92794) alpha glucosidase II, beta subunit [Mus musculus] 
391371 

25554_1.R1084 

uC-osroM202020e03al 

BLASTX 

g2062169 

335 

4.0e-31 

106 
42 

(AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 

391372 

25556J..R1Q84 

g2317583 
BLASTX 
g2252830 
218 

3.0e-17 

113 
43 

(AF013293) weak similarity to receptor protein kinase 
[Arabidopsis thaliana] >gi_604 9872_gb_AAF02787 . 1_AF195115_7 



49793 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF195115) weak similarity to receptor protein kinase 
[Arabidopsis thaliana] 

391373 

25559JL.R1084 

g4714132 

BLASTX 

gl345946 

427 

1.0e-41 

101 

78 

3-OXOACYL- [ACYL-CARRIER- PROTEIN] SYNTHASE III PRECURSOR 
(BETA-KETOACYL-ACP SYNTHASE III) (KAS III) 

>gi_541820_pir JQ2386 3-oxoacyl- [acyl-carrier-protein] 

synthase (EC 2.3.1.41) III precursor, chloroplast - spinach 
>gi_31168 6_emb_CAA80452__ (Z22771) 3-ketoacyl-acyl carrier 
protein synthase III (KAS III) [Spinacia oleracea] 

391374 

25574_1.R1084 

jC-osleLIB3474037cllal 

BLASTX 

g4185139 

420 

5.0e-41 

112 

66 

(AC005724] 
thaliana] 



putative diacylglycerol kinase [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391375 

25578_1.R1084 
jC-osleLIB3474 037d03al 

391376 

25586_1.R1084 

jC-osleLIB3474037f09al 

BLASTX 

g4325342 

170 

1.0e-ll 

38 
79 

(AF128393) No definition line found [Arabidopsis thaliana] 
391377 

25592_1.R1084 

jC-osleLIB347 4 037e0 8al 

BLASTX 

g5081555 

248 

4.0e-27 

189 

31 

(AF132001) PHAP2A protein [Petunia x hybrida] 



49794 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391378 

25594_1.R1084 

uC-osflcyp096gllal 

BLASTX 

g2454182 

765 

6.0e-81 

348 
63 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391379 

25600_1.R1084 

g5900758 

BLASTX 

g3402282 

172 

1.0e-ll 

104 
41 

(AJ000997) proline-rich protein [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391380 

25600_2.R1084 

g3762219 

BLASTX 

g3402282 

173 

8.0e-12 

113 
39 

(AJ000997) proline-rich protein [Solanum tuberosum] 



Seq. No. 
Contig ID 
5' -most EST 



391381 

25600_3.R1084 
g3762406 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391382 

25600_4. R1084 

g5056143 

BLASTX 

g3402282 

187 

2.0e-13 

147 

37 

(AJ000997) proline-rich protein [Solanum tuberosum] 



Seq. No. 

Contig ID 
5' -most EST 



391383 

25600_5.R1084 
uC-osflcypl53h09bl 



Seq. No. 

Contig ID 
5' -most EST 



391384 

25626JL.R1084 
uC-osflcypl56b05al 



49795 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391385 

25636_1.R1084 

uC-osflm202110gl0bl 

BLASTX 

g4522009 

370 

6.0e-35 
131 

58 

(AC007069) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391386 
25639_1 
LIB3475 
BLASTX 
g4469023 
670 

3.0e-70 

223 

64 

(AL035602 



R1084 
001-P1- 



■K2-B6 



putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



391387 

25640_1.R1084 
uC-osrocyp028b05al 



Seq. No. 
Contig ID 
5 '-most EST 



391388 

25647_1.R1084 
LIB3475-001-P1-K2-C4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391389 

25650_1.R1084 

LIB34 75-001-P1-K2-C7 

BLASTX 

g2827631 

443 

2.0e-67 

231 

58 

(AL021636) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391390 

25677_1.R1084 

LIB3475-001-P1-K2-F5 

BLASTN 

g20177 

34 

2.0e-09 

54 

91 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 



Seq. No. 
Contig ID 
5 '-most EST 

Method 



391391 

25681JL.R1084 

uC-osrocyp016h08bl 

BLASTX 



49796 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 



g2708624 
467 

1.0e-46 

128 
67 

(AF036618) acetyl-CoA synthetase [Arabidopsis thaliana] 
391392 

25685_1.R1084 

LIB3475-001-P1-K2-G4 

BLASTX 

g2661412 

684 

6.0e-72 

192 
70 

(AJ000728) MAP kinase kinase [Lycopersicon esculentum] 
391393 

25687_1.R1084 
uC-osflcypl57hl2bl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391394 

25688_1.R1084 

LIB347 5-001-P1-K2-G7 

BLASTX 

g2244749 

603 

1.0e-62 

155 
74 

(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 
391395 

25691_1.R1084 
LIB3475-001-P1-K2-H2 

391396 

25698_1.R1084 

g3761395 

BLASTX 

gl055161 

140 

2.0e-17 

150 

25 

(U40029) Contains similarity to Pfam domain: PF00567 
(TUDOR), Score=62.7, E-value=2 . 5e-15, N=l [Caenorhabditis 
elegans] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



391397 

25702JL.R1084 

g5039087 

391398 

25707JL.R1084 
g699879 



49797 



Seq. No. 
Contig ID 
5' -most EST 



391399 

25708JL.R1084 
uC-osroM202036h04bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



391400 

25714JL.R1084 
uC-osflm202101cl2bl 

391401 

25719_1.R1084 

LIB3475-002-P1-K2-C11 

BLASTX 

g4544443 

170 

6.0e-12 

35 
94 

(AC006592) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 

391402 

25730_1.R1084 

g572243 
BLASTX 
g4678332 
250 

3.0e-21 

117 

43 

(AL04 9658) putative peptide transporter [Arabidopsis 
thaliana] 

391403 

25735_1.R1084 
LIB3475-002-P1-K2-D9 

391404 

25736_1.R1084 

uC-osrocyp031d02bl 

BLASTX 

g4587525 

276 

4.0e-24 

105 

53 

(AC007060) Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene. 
[Arabidopsis thaliana] 

391405 

25742JL.R1084 
g426569 

391406 

25744 1.R1084 



49798 



5 1 -most EST 


LIB3475-002-P1-K2-E6 


Method 


BLASTX 






BLAST score 


596 


E value 


9.0e-62 


Match length 


178 


0, -* y3 jn^x y-\ 4** T "H ^ 7 

■s iaenuiLy 




NCBI Description 


(AC006569) hypothetical protein [Arabidopsis thaliana: 


Seq. No. 


391407 


Contig ID 


25747 1.R1084 


5 '-most EST 


LIB3475-002-P1-K2-F1 


Seq. No. 


391408 


Contig ID 


25753 1.R1084 


5 f -most EST 


LIB3475-002-P1-K2-F4 


Method 


BLASTX 






BLAST score 


302 


E value 


5.0e-27 


Match length 


264 


% identity 




NCBI Description 


(AL04 9862) putative protein [Arabidopsis thaliana] 


Seq. No. 


391409 


Contig ID 


25755 2.R1084 


5 '-most EST 


LIB347 5-002-P1-K2-F6 


Seq. No. 


391410 


Contig ID 


25780 1.R1084 


5 1 -most EST 


LIB34 75-002-P1-K2-H9 


Method 


BLASTX 


NCBI GI 


g4325372 


TUT 71 CT n^A^A 

rjij/io i score 


z ± o 


E value 


2.0e-17 


Match length 


103 


% identity 


46 


NCBI Description 


(AF128396) contains similarity to protein disulfide 




isomerases [Arabidopsis thaliana] 


Seq. No. 


391411 


Contig ID 


25787 1.R1084 


5 '-most EST 


LIB3475-003-P1-K2-A6 


Method 


BLASTX 




y 4 / U4 Ol J 


BLAST score 


534 


E value 


2.0e-54 


Match length 


126 


% identity 


1 I 


NCBI Description 


(AF109695) monodehydroascorbate reductase [Brassica j 


Seq. No. 


391412 


Contig ID 


25788 1.R1084 


5' -most EST 


LIB3475-003-P1-K2-A8 


Seq. No. 


391413 


Contig ID 


25792_1.R1084 



49799 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g568984 
BLASTN 
g4512233 
415 

0.0e+00 

458 

98 

Oryza sativa copia-type retrotransposon RIRE7 DNA, partial 
sequence 



Seq. No. 
Contig ID 
5' -most EST 



391414 

25796_1.R1084 

LIB34 75-003-P1-K2-B4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391415 

25797JL.R1084 

LIB3477-007-P1-K1-B1 

BLASTX 

gl350625 

165 

3.0e-ll 

56 
64 

SOS RIBOSOMAL PROTEIN LI, CHLOROPLAST PRECURSOR 
>gi_57708 9_emb_CAA58 020_ (X82776) chloroplast ribosomal 
protein LI [Pisum sativum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391416 

25807_1.R1084 

LIB3475-003-P1-K2-C4 

BLASTX 

g3941480 

155 

4.0e-10 

46 

63 

(AF062894) 
thaliana] 



putative transcription factor [Arabidopsis 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391417 

25807_2.R1084 

g5055999 

BLASTX 

gl488647 

171 

9.0e-12 

68 

47 

(X99937) RNA helicase [Spinacia oleracea] 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



391418 

25826JL.R1084 

LIB3475-003-P1-K2-E11 

BLASTX 

g3885968 

573 

7.0e-59 



49800 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



146 
76 

(AF100985) phosphopyruvate hydratase [Penaeus monodon] 
391419 

25829JL.R1084 

g2443070 

BLASTX 

gl888357 

266 

3.0e-38 

305 
32 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 

> gi_l 8 9015 4_emb_C AA7 2432_ ( Y 1 1 7 6 7 ) a lpha -manno s i da s e 

precursor [Arabidopsis thaliana] 

391420 

25833_1.R1084 

LIB34 75-003-P1-K2-F1 



Seq. No. 
Contig ID 
5' -most EST 



391421 

25835_1.R1084 
LIB3475-003-P1-K2-F11 



Seq. No. 

Contig ID 
5 '-most EST 



391422 

25838JL.R1084 
uC-osflM202094h05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391423 

25846_2.R1084 

uC-osflcyp075g03bl 

BLASTX 

g5231113 

365 

1.0e-34 

201 

38 

(AF141202) EIN2 [Arabidopsis thaliana] 
>gi_5231115_gb_AAD41077.1__AF141203_l (AF141203) EIN2 
[Arabidopsis thaliana] 

391424 

25851JL.R1084 

g4969212 

BLASTX 

g3184082 

418 

2.0e-58 

351 

38 

(AL023781) N-terminal acetyltransf erase 1 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5 '-most EST 



391425 

25857_1.R1084 
LIB3479-001-Q6-K1-G11 



49801 



Seq. No. 


391426 


Contig ID 


25857 2.R1084 


5' -most EST 


LIB3475-003-P1-K2-H3 


Seq. No. 


391427 


Contig ID 


25860 1.R1084 


5' -most EST 


LIB3475-003-P1-K2-H7 


Mpfh orS 

L 1" LliUU 


i-J J_l.CT.k_) X x\ 


NCBI GI 


g4538911 


BLAST score 


143 


E value 


1.0e-08 


Match length 


76 


% identity 


46 


NCBI Description 


(AL049482) hypothetic 


Seq. No. 


391428 


Contig ID 


25862 1.R1084 


5' -most EST 


uC-osroM202025c05bl 


Lit; uiiw'wi 




NCBI GI 


gl353516 


BLAST score 


439 


E value 


3.0e-43 


Match length 


174 


% identity 


49 


NCBI Description 


(U38651) sugar trans] 


Seq. No. 


391429 


Contig ID 


25866 1.R1084 


5 '-most EST 


g6025170 


Method 


BLASTX 


NCBI GI 


g3021508 


BLAST score 


607 


E value 


8.0e-63 


Match length 


177 


% identity 


69 


NCBI Description 


(AJ0017 69) glucose T 6 



glucoseT6-phosphate dehydrogenase [Nicotiana 



tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391430 

25874_1.R1084 

LIB3475-004-P1-K2-B10 

BLASTX 

g3258569 

129 

5.0e-14 

98 

49 

(U89959) Similar to yeast general negative regulator of 
transcription subunit 1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



391431 

25884_1.R1084 

g5055964 

BLASTX 

g4545130 

150 



49802 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



2.0e-09 

54 
50 

(AF091326) 



his tone deacetylase [Plasmodium falciparum] 



391432 

25890JL.R1084 
g3762740 

391433 

25901_1.R1084 
LIB3475-004-P1-K2-D5 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



391434 

25912_1.R1084 

LIB3475-004-P1-K2-E9 

BLASTX 

g2129825 

347 

2.0e-32 

120 

59 

dynamin-like protein phragmoplastin 12 
>gi_1217994 (U25547) SDL [Glycine max] 



soybean 



391435 

25914_1.R1084 

uC-osflcypl72h06bl 

BLASTX 

g2827551 

193 

3.0e-14 

144 

44 

(AL021635) predicted protein [Arabidopsis thaliana] 
391436 

25918JL.R1084 
g4880206 

391437 

25929_1.R1084 

g3760073 

BLASTX 

g2829911 

1001 

1.0e-108 

334 

59 

(AC002291) Unknown protein [Arabidopsis thaliana] 
391438 

25932JL.R1084 

uC-osflm202099a07bl 

BLASTX 

g6041792 

885 



49803 



ID 



E value 
Match length 
% identity 
NCBI Description 



2.0e-95 

218 

79 

(AC009755) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391439 

25934_JL. R1084 

LIB3475-004-P1-K2-H10 

BLASTN 

g5730046 

33 

1.0e-08 

40 
67 

Homo sapiens solute carrier family 17 (sodium phosphate) , 
member 3 (SLC17A3) mRNA >gi_2062691_gb_U90545_HSU90545 
Human sodium phosphate transporter (NPT4) mRNA, complete 
cds 



Seq. No. 
Contig ID 
5 ! -most EST 



391440 

25935_1.R1084 
LIB3475-004-P1-K2-H11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391441 
25942JL 
LIB3475 
BLASTX 
g2398679 
274 

5.0e-24 

53 
96 

(Y14797) 
synthase 



R1084 
004-P1-K2- 



H9 



3-deoxy-D-arabino-heptulosonate 7 -phosphate 
[Morinda citrifolia] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391442 
25959_1 
LIB3475 
BLASTX 
g3550661 
216 

4.0e-17 

91 

29 

(AJ001310) 
tuberosum] 



R1084 

005-P1-K1-B2 



39 kDa EF-Hand containing protein [Solanum 



Seq. No. 
Contig ID 
5 1 -most EST 



391443 

25967_1.R1084 
uC-osroM202005g!0bl 



Seq. No. 
Contig ID 
5' -most EST 



391444 

25977_1.R1084 
g3761298 



Seq. No. 
Contig ID 



391445 

25981 1.R1084 



49804 



5 T -most EST 


g5455318 


Method 


BLASTX 




y^._7 / y -j -j 


BLAST score 


285 


E value 


4.0e-25 


Match length 


67 


% identity 


1 0 


NCBI Description 


(AC003680) unknown protein [Arabidopsis thaliana] 


Seq. No. 


391446 


Contig ID 


25985 1.R1084 


5' -most EST 


uC-osroM202031el2bl 


Seq. No. 


391447 


Contig ID 


25992 1.R1084 


5 '-most EST 


g4879110 


Method 


BLASTX 


NCBI GI 


g3426064 


BLAST score 


188 


T* 1 T7 alii £i 




Match length 


138 


% identity 


35 


NCBI Description 


(AJ007588) monooxygenase [Arabidopsis thaliana] 




>gi 4467141_emb_CAB37510_ (AL035540) monooxygenase 




[Arabidopsis thaliana] 


Seq. No. 


391448 


Contig ID 


26003 1.R1084 


5' -most EST 


LIB34 75-005-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4914419 


BLAST score 


160 


E value 


1.0e-10 


Match length 


52 


% identity 


73 


NCBI Description 


(AL050352) putative protein [Arabidopsis thaliana] 



2 (M02) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391449 

26004_1.R1084 

uC-osroM202034g07bl 

BLASTX 

g4895219 

224 

5.0e-18 

106 

47 

(AC007 660) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



391450 

26006_1.R1084 

g3462541 

BLASTX 

g3334276 

1188 

1.0e-131 
424 

57 



49805 



NCBI Description AUTOANTIGEN NGP-1 >gi_17 9285_gb_AAC37588 . 1_ 
nucleolar GTPase [Homo sapiens] 



(L05425) 



Seq. No. 

Contig ID 
5 r -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391451 

26006_2.R1084 
uC-osflcypll0b05al 



391452 
26017_1 
LIB3475 
BLASTX 
g3402684 
318 

5.0e-33 

113 

63 

(AC004697 



R1084 

005-P1-K1-H1 



hypothetical protein [Arabidopsis thaliana] 



391453 

26021_1.R1084 

LIB3477-010-P1-K1-A5 

BLASTX 

g4587562 

582 

4.0e-60 

124 

86 

(AC006550) Belongs to PF_00583 Acetyltransf ersase (GNAT) 
family. [Arabidopsis thaliana] 

391454 

26023JL.R1084 

LIB3475-005-P1-K1-H4 

BLASTX 

g5816992 

224 

4.0e-18 

63 

67 

(AL110123) putative protein [Arabidopsis thaliana] 
391455 

26024_1.R1084 

g3061108 

BLASTX 

g3927831 

799 

2.0e-98 

264 

68 

(AC005727) similar to mouse ankyrin 3 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



391456 

26025JL.R1084 

LIB3475-005-P1-K1-H6 

BLASTX 



49806 



KfpOT (IT 


y jo *j o 


BLAST score 


382 


E value 


1.0e-36 


Match length 


100 


% identity 


0 0 


NCBI Description 


(AJ012693) basic blue copper protein [Cicer arietinum] 


Seq. No. 


391457 


Contig ID 


26033 1.R1084 


5 '-most EST 


LIB3475-006-P1-K1-A3 


Seq. No. 


391458 


Contig ID 


26037JL.R1084 


5 '-most EST 


uC-osrocyp015b04bl 


Method 


BLASTX 


KfpRT (IT 


rr^9 647 67 


BLAST score 


194 


E value 


1.0e-14 


Match length 


52 


5* T £S 1 ~T~ T / 

^ laeriLiLy 


6Q 


NCBI Description 


(AF071893) AP2 domain containing protein [Prunus armeni, 


Seq. No. 


391459 


Contig ID 


26038 1.R1084 


5 1 -most EST 


g5667342 


Seq. No. 


391460 


Contig ID 


26039 1.R1084 


5 '-most EST 


LIB3475-006-P1-K1-B10 


Method 


BLASTN 


NCBI GI 


gl245938 


BLAST score 


O J 


E value 


6.0e-09 


Match length 


33 


% identity 


62 


NCBI Description 


rabClC-2 beta=chloride channel C1C-2G isoform [rabbits, 




heart atrium, mRNA, 2998 nt] 


_ 

Seq. No. 


391461 


Contig ID 


26047 1.R1084 


5 '-most EST 


g2443059 


Method 


BLASTX 


NCBI GI 


gl711508 


BLAST score 


427 


E value 


o . ue— 4 z 


Match length 


119 


% identity 


76 


NCBI Description 


SIGNAL RECOGNITION PARTICLE 54 KD PROTEIN 1 (SRP54 } 




>gi luzuuuu (L4oZo4j signal recognition particle 04 Kua 




subunit [Hordeum vulgare] 


Seq. No. 


391462 


Contig ID 


26057 1.R1084 


5 '-most EST 


g2311109 


Seq. No. 


391463 


Contig ID 


26059JL.R1084 



49807 



5 '-most EST 



LIB3475-006-P1-K1-C9 



Method 


DT 7\ CfV 
JDlj/iO 1 A 


NCBI GI 


g5281034 


BLAST score 


620 


E value 


1.0e-82 


Match length 


177 


% identity 


81 


NCBI Description 


(AL080318) putative protein [Arabidopsis thai: 


Seq. No. 


391464 


Contig ID 


26060 1.R1084 


5' -most EST 


LIB3475-006-P1-K1-D10 


Method 


BLASTX 




gzUoz io4 


BLAST score 


379 


E value 


2.0e-36 


Match length 


140 


% identity 


32 


NCBI Description 


(AC001645) jasmonate inducible protein isolog 




thaliana] 


Seq. No. 


391465 


Contig ID 


26061 1.R1084 


5 T -most EST 


g2312644 


Method 


BLASTX 


NCBI GI 


g5453129 


BLAST score 


190 


E value 


3.0e-14 


Match length 


92 


% identity 


42 


NCBI Description 


(AF107838) 26S proteasome subunit p40.5 [Mus ] 


Seq. No. 


391466 


Contig ID 


26063 1.R1084 


5' -most EST 


LIB3475-006-P1-K1-D2 


Method 


DT AC rpV 


NCBI GI 


g3860688 


BLAST score 


156 


E value 


6.0e-10 


Match length 


Id/ 


% identity 


34 


NCBI Description 


(AJ235270) unknown [Rickettsia prowazekii] 


Seq. No. 


391467 


Contig ID 


26064 1.R1084 


5 f -most EST 


LIB3475-006-P1-K1-D3 


Seq. No. 


391468 


Contig ID 


26066 1.R1084 


5 T -most EST 


g2310671 


Method 


BLASTX 


NCBI GI 


g4580575 


BLAST score 


350 


E value 


3.0e-57 


Match length 


211 


% identity 


60 


NCBI Description 


(AF082176) auxin response factor 9 [Arabidops 



49808 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi__4 972102_emb_CAB43898.1_ (AL078468) auxin response 
factor 9 (ARF9) [Arabidopsis thaliana] 

391469 

26070_1.R1084 

LIB347 9-007-Q6-K1-D11 

BLASTX 

g893294 

291 

5.0e-26 

159 

40 

(L43362) 4-coumarate:CoA ligase isoform 2 [Oryza sativa] 
391470 

26074_1.R1084 

LIB3475-006-P1-K1-E4 

BLASTX 

gll9784 

838 

4.0e-90 

179 

88 

3-OXOACYL- [ACYL-CARRIER- PROTEIN] SYNTHASE I PRECURSOR 
(BETA-KETOACYL-ACP SYNTHASE I) (KAS I) 

>gi_100555_pir A39356 3-oxoacyl- [acyl-carrier-protein] 

synthase (EC 2.3.1.41) I beta chain precursor, chloroplast 
- barley >gi_167065 (M60410) beta-ketoacyl-ACP synthase I 
[Hordeum vulgar e] 

391471 

26086JL.R1084 

g2428640 

BLASTX 

$4678264 

452 

1.0e-44 

183 
54 

(AL04 9657) putative protein [Arabidopsis thaliana] 
391472 

26087_1.R1084 

LIB34 75-009-P1-K1-D7 

BLASTX 

g3169065 

200 

3.0e-15 

185 

32 

(AL023704) putative translocation elongation factor-Tu fa 
mily [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5 T -most EST 
Method 



391473 

26088JL.R1084 

uC-osflM202016b01bl 

BLASTX 



49809 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



g5817110 
189 

5.0e-14 

80 
57 

(AL110193) 



hypothetical protein [Homo sapiens] 



391474 

26090JL.R1084 

g6025168 

BLASTX 

g3142300 

908 

4.0e-98 

275 
63 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64 90E 
and gb_T88158, gb__N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 

391475 

26098_1.R1084 
LIB3475-006-P1-K1-H1 



Seq. No. 


391476 


Contig ID 


26110 1.R1084 


5 1 -most EST 


g5456490 


Method 


BLASTX 


NCBI GI 


g4206122 


BLAST score 


170 


E value 


2.0e-13 


Match length 


71 


% identity 


65 


NCBI Description 


(AF097667) protein 




crystallinum] 


Seq. No. 


391477 


Contig ID 


26143 1.R1084 


5 '-most EST 


uC-osflcypl08dl2bl 


Method 


BLASTX 


NCBI GI 


g4580389 


BLAST score 


695 


E value 


4.0e-73 


Match length 


204 


% identity 


66 


NCBI Description 


(AC007171) unknown 


Seq. No. 


391478 


Contig ID 


26155 1.R1084 


5 '-most EST 


LIB3475-007-P1-K1- 


Method 


BLASTX 


NCBI GI 


g4160579 


BLAST score 


200 


E value 


5.0e-15 


Match length 


113 


% identity 


36 



49810 



NCBI Description (AL035218) hypothetical protein [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391479 

26157_1.R1084 

uC-osrocypQ15h05bl 

BLASTX 

g4538911 

334 

7.0e-44 

118 
72 

(AL04 9482) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391480 

26170JL.R1084 

uC-osflm202106a08bl 

BLASTX 

g5441874 

209 

4 .Oe-16 

101 
41 

(AP000366) Similar to maize transposon MuDR mudrA-like 
protein. (AC002340) [Oryza sativa] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391481 

26173JL.R1084 

g2309693 

BLASTX 

g4836904 

141 

3.0e-26 

121 
60 

(AC007369) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391482 

26176_1.R1084 

uC-osflcyp023fllbl 

BLASTX 

gl323748 

382 

2.0e-36 

187 
47 

(U32430) thiol protease [Triticum aestivum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



391483 

26180_1.R1084 

g3107678 

BLASTX 

g4938487 

428 

8.0e-47 

172 
63 



49811 



NCBI Description 



(AL078464) cadmium-transporting ATPase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391484 

26181JL.R1084 

g2311227 

BLASTX 

g4006854 

389 

2.0e-37 

148 

57 

(Z99707) putative protein [Arabidopsis thaliana] 
391485 

26184_1.R1084 

uC-osflcyp082gl2bl 

BLASTX 

g5668645 

506 

5.0e-51 

247 
49 

(AL109619) putative protein [Arabidopsis thaliana] 



.R1084 

-007-P1-K1-H4 



391486 
26193JL. 
LIB3475- 
BLASTX 
g2529663 
472 

4.0e-47 

209 
45 

(AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi_3738277 (AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 

391487 

26196_1-R1084 

g2428059 
BLASTX 
g4678349 
1192 

1.0e-131 

375 
19 

(AL04 9659) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



391488 

26199_1.R1084 

LIB34 75-008-P1-K1-A1 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 



391489 

26204_1.R1084 

g2428228 

BLASTX 



49812 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3219969 
157 

3.0e-10 

56 

48 

HYPOTHETICAL 22.4 KD PROTEIN C6G10.10C IN CHROMOSOME I 
>gi_2330874_emb_CAB11296.1_ (Z98603) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5 '-most EST 



391490 

26220_1.R1084 
LIB3475-008-P1-K1-C2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391491 

26222_1.R1084 

uC-osflM202115g02bl 

BLASTX 

g2104679 

318 

4.0e-29 

200 
35 

(X97906) transcription factor [Vicia faba] 
391492 

26225_1.R1084 

g3768483 

BLASTX 

g2708750 

149 

3.0e-09 

110 

35 

(AC003952) putative physical impedence protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391493 

26236JL.R1084 

g2427944 

BLASTX 

g4680340 

264 

9.0e-23 

66 
77 

(AF128457) putative nucleolysin [Oryza sativa subsp. 
indica] 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



391494 

26237JL.R1084 

uC-osroM202023f05bl 

BLASTX 

g3182981 

441 

2.0e-88 

218 

76 



49813 



D # 

NCBI Description CELL ELONGATION PROTEIN DIMINUTO >gi_1695692_dbj_BAA13096 

(D864 94) diminuto [Pisum sativum] 



Seq. No. 


391495 


Contig ID 


26244 1.R1084 


5' -most EST 


g2427838 


Seq. No. 


391496 


Print - in TD 




5' -most EST 


LIB3477-004-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g4580461 


BLAST score 


306 


E value 


3.0e-27 


Match length 


210 


% identity 


28 


NCBI Description 


(AC006081) unknown protein [Arabidopsis thaliana] 


Seq. No. 


391497 


uonuig id 




5' -most EST 


LIB3475-008-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4056490 


BLAST score 


364 


E value 


5.0e-44 


Match length 


188 


% identity 


51 


NCBI Description 


(AC005896) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


391498 


uontiig Lu 


9 C9 £1 1 Dl no/i 


5' -most EST 


uC-osroM20204 0f06bl 


Method 


BLASTX 


NCBI GI 


g4929621 


BLAST score 


486 


E value 


1.0e-48 


Match length 


156 


% identity 


58 


NCBI Description 


(AF151834) CGI-76 protein [Homo sapiens] 


Seq. No. 


391499 


Contig ID 


26266JL.R1084 


o mo sr. Eio i 


t tr^47R- nnp — pi — "pri —ri 

XjIldO^ / D U U 0 r ± r\.± \j f 


Method 


BLASTN 


NCBI GI 


g2895865 


BLAST score 


270 


E value 


1.0e-150 


Match length 


282 


% identity 


99 


NCBI Description 


Oryza sativa methylmalonate semi-aldehyde dehydrogena, 




(MMSDH1) mRNA, complete cds 


Seq. No. 


391500 


Contig ID 


26267 1.R1084 


5 T -most EST 


g286634 


Method 


BLASTX 


NCBI GI 


g4049341 



49814 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



155 

4.0e-10 

45 

58 

(AL034567) putative protein 
391501 

26282_1.R1084 
uC-osrocyp006g02bl 

391502 

26292_1.R1084 

uC-osroM202012g07bl 

BLASTX 

g2541876 

287 

2.0e-25 

165 

41 

(D26015) CND41, chloroplast 
[Nicotiana tabacum] 

391503 

26314_1.R1084 

LIB34 75-00 9-P1-K1-E5 

391504 

26315JL.R1084 

LIB347 9-004-Q6-K1-F4 

BLASTX 

g4539335 

332 

1.0e-34 

151 

45 

(AL035539) putative protein 
391505 

26322_1.R1084 
LIB3475-009-P1-K1-F4 

391506 

26327_1.R1084 

g4715287 

BLASTX 

g6017114 

438 

4.0e-43 

170 

57 

(AC0098 95) unknown protein 
391507 

26330_1.R1084 

LIB3475-009-P1-K1-G12 

BLASTX 

g4415933 



[Arabidopsis thaliana] 



nucleoid DNA binding protein 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



49815 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



355 

3.0e-33 

145 

52 

(AC006418) putative cellular apoptosis susceptibility 
protein [Arabidopsis thaliana] 

>gi_4559390_gb_AAD23050.1_AC006526__15 (AC006526) putative 
cellular apoptosis susceptibility protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391508 

26347_1.R1084 

uC-osroM202008c02al 

BLASTX 

g3786005 

608 

7.0e-63 

180 
35 

(AC005499) putative phosphoethanolamine 
cytidylyltransf erase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



391509 

26352_1.R1084 
LIB3475-010-P1-K1-A8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391510 

26353_1.R1084 

g701411 

BLASTX 

gl279654 

277 

5.0e-25 

103 

57 

(X97351) peroxidase [Populus balsamifera subsp. 
trichocarpa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391511 

26361_1.R1084 

uC-osflM202039g03bl 

BLASTX 

g2633727 

179 

7.0e-13 

109 

40 

(Z99111) ykrT [Bacillus subtilis] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



391512 

26362_1.R1084 

LIB3475-010-P1-K1-B7 

BLASTX 

g3355480 

312 

2.0e-28 
156 



49816 




% identity 35 

NCBI Description (AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 



Seq. No. 


391513 


Contig ID 


26364 1.R1084 


5' -most EST 


LIB3475-010-P1-K1-B9 


Q /~\ i~r VI/N 

oeq. in o . 




Contig ID 


26373 1.R1084 


5 1 -most EST 


uC-osroM202004a01bl 


Method 


BLASTX 


NCBI bi 


g4 / du / uu 


BLAST score 


245 


E value 


1.0e-20 


Match length 


78 


% identity 


60 


NCBI Description 


(AB024437) peroxidase 1 [Scutellaria baicalensis] 


Seq. No. 


391515 


Contig ID 


26377 1.R1084 


5' -most EST 


LIB3475-010-P1-K1-D1 


beq. No. 




Contig ID 


26378 1.R1084 


5 ! -most EST 


LIB3475-010-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g4455227 


BLAST score 


320 


E value 


2.0e-42 


Match length 


123 


% identity 


73 


NCBI Description 


(AL035440) SNF8 like protein [Arabidopsis thaliana] 


Seq. No. 


oyioi / 


Contig ID 


26379_1.R1084 


5' -most EST 


uC-osrocyp005cl2bl 


Method 


BLASTX 


NCBI GI 


g5262154 


BLAST score 


217 


E value 


2.0e-17 


Match length 


135 


% identity 


39 


NCBI Description 


(AL080237) putative protein [Arabidopsis thaliana] 


Seq. No. 




Contig ID 


26397 1.R1084 


5 '-most EST 


LIB3475-010-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4235430 


BLAST score 


216 


E value 


5.0e-32 


Match length 


107 


% identity 


68 


NCBI Description 


(AF098458) latex-abundant protein [Hevea brasiliens. 


Seq. No. 


391519 



49817 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26400_1.R1084 

U C-osflM202066d04bl 

BLASTX 

g4115377 

793 

1.0e-84 

251 

63 

(AC005967) unknown protein [Arabidopsis thaliana] 
391520 

26408_1.R1084 

LIB3475-010-P1-K1-G2 

BLASTX 

g4033469 

162 

5.0e-ll 

37 
73 

ARGININE / SERINE-RICH SPLICING FACTOR RSP41 
>gi_1707370_emb_CAA677 99_ (X99436) splicing factor 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 ' -most EST 



391521 

26414_1.R1084 
uC-osflcyp033b01al 



Seq. No. 
Contig ID 
5' -most EST 



391522 

26420_1.R1084 
LIB3475-010-P1-K1-H4 



Seq. No. 
Contig ID 
5' -most EST 



391523 

26427_1.R1084 
LIB3475-011-P1-K1-A10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391524 

26429_1.R1084 

uC-osroM202004dl2bl 

BLASTX 

g2213629 

519 

9.0e-53 

123 

75 

(AC000103) F21J9.21 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391525 

26430JL.R1084 

LIB3475-011-P1-K1-A4 

BLASTX 

g2253411 

309 

6.0e-28 

139 

41 

(AF007219) PP2A inhibitor [Tetraodon fluviatilis] 



49818 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391526 

26436_1.R1084 

LIB3475-011-P1-K1-B11 

BLASTX 

g3913525 

484 

9.0e-49 

135 
75 

DNA POLYMERASE DELTA CATALYTIC CHAIN >gi_2895198 (AF020193) 
DNA polymerase delta [Glycine max] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391527 

26438JL.R1084 

g5039072 

BLASTN 

g5777612 

56 

3.0e-22 

187 
59 

Oryza sativa chromosome 



4 BAC q3037-207Fl complete genome 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391528 

26444_1.R1084 

g4714766 

BLASTX 

g6006869 

389 

2.0e-37 

101 

77 

(AC009540) putative cationic amino acid transporter 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



391529 

26449_1.R1084 
uC-osroM202037f01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391530 

26461_1.R1084 

LIB3475-011-P1-K1-D6 

BLASTX 

g6056374 

554 

7.0e-57 

154 
64 

(AC009894) 
thaliana] 



Similar to serine/threonine kinases [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



391531 

26461_2.R1084 

g2317644 

BLASTX 

g6056372 

285 



49819 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No 
Contig 
5 ' -most 
Method 
NCBI GI 
BLAST s 
E value 
Match 1 
% ident 
NCBI De 



ID 
EST 



core 



ength 
ity 

scription 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 



2.0e-25 

90 

59 

(AC009894) Very similar to receptor-like serine/threonine 
kinase [Arabidopsis thaliana] 

391532 

26468JL.R1084 
uC-osrocyp031d04al 

391533 

26479JL.R1084 

LIB3475-011-P1-K1-G1 

BLASTX 

g4512659 

874 

2.0e-94 

223 

77 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi_45444 65_gb_AAD22372.1_AC006580_4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 

391534 

26483_1.R1084 

LIB3475-011-P1-K1-G8 

BLASTX 

g2129550 

683 

1.0e-71 

178 

72 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554_pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4 4 54034_emb_CAA23031.1_ (AL035394) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 

391535 

26491_1.R1084 

uC-osroM202016bl2bl 

BLASTX 

g82410 

349 

8.0e-33 

98 
67 

peroxidase (EC 1.11.1.7) BP1 precursor - barley >gi_167081 
(M73234) peroxidase BP 1 [Hordeum vulgare] 

391536 

26501JL.R1084 

g3768668 

BLASTX 



49820 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3024764 
137 

8.0e-16 

104 
50 

UBIQUITIN CARBOXYL- TERMINAL HYDROLASE T (UBIQUITIN 
THIOLESTERASE T) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE T) 
(DEUBIQUITINATING ENZYME T) ( ISOPEPTIDASE T) >gi_3287373 
(AC002397) ISOT [Mus musculus] 



Seq. No. 
Contig ID 
5 '-most EST 



391537 

26504_1.R1084 

g3061208 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391538 

26513JL.R1084 

g426645 

BLASTX 

g!085002 

234 

2.0e-19 

88 
27 

mitochondrial carrier protein DIF-1 homolog - 
Caenorhabditis elegans >gi_472902_emb_CAA53721_ (X76115) 
carrier protein (cl) [Caenorhabditis elegans] 
>gi__829102_emb_CAA88283_ (Z48240) DIF-1 [Caenorhabditis 
elegans] 



Seq. No. 

Contig ID 
5 1 -most EST 



391539 

26516_1.R1084 
uC-osroM202041c08bl 



Seq. No. 
Contig ID 
5 '-most EST 



391540 

26538_1.R1084 
uC-osflcyp081g09bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391541 

26540_1.R1084 

uC-osflcypl54g04bl 

BLASTX 

g3327204 

510 

4.0e-58 

186 

62 

(AB014595) KIAA0695 protein [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



391542 

26545_1.R1084 

uC-osrocyp008e07bl 

BLASTX 

g4567232 

298 

9.0e-27 

72 
81 



49821 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



(AC007119) putative 40S ribosomal protein S25 [Arabidopsis 
thaliana] 

391543 

26545__2.R1084 

g427541 

BLASTX 

gll73234 

276 

4.0e-24 

71 
77 

40S RIBOSOMAL PROTEIN S25 >gi__481909_pir S40089 ribosomal 

protein S25 - tomato >gi_43567 9_emb_CAA54132_ (X76714) 
ribosomal protein S25 [Lycopersicon esculentum] 

>gi_1584836_prf 2123431A ribosomal protein S25 

[Lycopersicon esculentum] 

391544 

26545_3.R1084 

LIB3475-012-P1-K1-F8 

BLASTX 

gll73234 

283 

3.0e-25 

72 
79 

40S RIBOSOMAL PROTEIN S25 >gi_481909_pir S40089 ribosomal 

protein S25 - tomato >gi_43567 9_emb_CAA54132_ (X7 6714) 
ribosomal protein S25 [Lycopersicon esculentum] 

>gi_1584836_prf 2123431A ribosomal protein S25 

[Lycopersicon esculentum] 

391545 

26546_1.R1084 
uC-osroM202036bllbl 



Seq. No. 

Contig ID 
5 '-most EST 



391546 

26548_1.R1084 
LIB3475-012-P1-K1-G10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



391547 

26554_1.R1084 

LIB3475-012-P1-K1-G6 

BLASTX 

g4512699 

944 

1.0e-102 

365 

54 

(AC006569) putative NADH-ubiquinone oxireductase 
[Arabidopsis thaliana] 

391548 

26565_1.R1084 
g2799530 



49822 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391549 

26573JL.R1084 
g2800204 

391550 

26575JL.R1084 
LIB3477-001-P1-K1-A5 

391551 

26579JL.R1084 

g2312772 

BLASTX 

g4519507 

1190 

1.0e-131 

322 
71 

(D88434) protein abundantly expressed during apple fruit 
development [Malus domestical 

391552 

26593_1.R1084 

LIB3477-001-P1-K1-C10 

BLASTX 

g5733873 

309 

3.0e-28 

143 

45 

(AC007 932) Contains similarity to gb_AB023235 KIAA1018 
protein from Homo sapiens. [Arabidopsis thaliana] 

391553 

26600_1.R1084 
uC-osflcypl20cllbl 



391554 

26604JL.R1084 

LIB3477-001-P1-K1- 

BLASTX 

g4185140 

418 

9.0e-41 



■Dl 



94 

(AC005724] 
(snRNP-E) 



putative small nuclear ribonucleoprotein E 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

-Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



391555 

26604_2.R1084 

LIB3477-003-P1-K1-D8 

BLASTX 

g4185140 

401 

6.0e-39 

85 

92 



49823 



NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005724) putative small nuclear ribonucleoprotein E 
(snRNP-E) [Arabidopsis thaliana] 



391556 

26606_1.R1084 

gl632692 
BLASTX 
g225102 
287 

3.0e-25 

130 

48 

trypsin/amylase inhibitor pUP13 
distichum] 



[Hordeum vulgare var. 



391557 

26606_2.R1084 

gl632642 

BLASTX 

g225102 

176 

3.0e-21 

126 
49 

trypsin/amylase inhibitor pUP13 [Hordeum vulgare var. 
distichum] 

391558 

26611JL.R1084 

LIB3477-002-P1-K1-H1 

BLASTX 

g5921934 

366 

7.0e-35 

108 

64 

CYTOCHROME P450 CYP99A1 >gi_2766450 (AF029857) cytochrome 
P450 CYP99A1 [Sorghum bicolor] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ! -most EST 
Method 
NCBI GI 
BLAST score 
E value 



391559 

26615_1.R1084 

g2276038 

BLASTX 

g4097573 

160 

2.0e-10 

72 
40 

(U64 917) GMFP7 [Glycine max] 
391560 

26617_1.R1084 

LIB3477-001-P1-K1-E10 

BLASTX 

g3122858 

1798 

0.0e+00 



49824 



4> 



Match length 

% identity 

NCBI Description 



496 
72 

D-3-PH0SPH0GLYCERATE DEHYDROGENASE PRECURSOR (PGDH) 
>gi_218 9964_dbj_BAA20405_ (AB003280) Phosphoglycerate 
dehydrogenase [Arabidopsis thaliana] 

>gi_2804258_dbj__BAA24440_ (AB010407) phosphoglycerate 
dehydrogenase [Arabidopsis thaliana] 





Seq. No. 


391561 




Contig ID 


26618 1.R1084 




5 T -most EST 


g426178 




Seq. No. 


391562 




Contig ID 


26619_1-R1084 




C T tvi /-\ c? +- TTCT 1 

0 — ItlOS L rLio l 


g*± jDjzyj 




Seq. No. 


391563 




Contig ID 


26625_1.R1084 




5 -most EST 


LIBJ4 / /-UU l-Pl-Kl-h / 




Method 


BLASTX 




NCBI GI 


g5257272 


m 


BLAST score 


293 




E value 


1 . Oe-30 




Match length 


70 




% identity 


99 




NCBI Description 


(AP000364) ESTs C96816(C112: 






AU075331 (C11212) correspond 






gene.; hypothetical protein 




Seq. No. 


391564 




Contig ID 


26626 1.R1084 


Ms 


5' -most EST 


LIB3477-001-P1-K1-E8 


r? 


Seq. No. 


391565 




uontig id 


i ccon i d 1 n q a 
ZODi / 1 . KlUo4 




5' -most EST 


LIB347 7-001-P1-K1-E9 




Seq. No. 


391566 




Contig ID 


26637 1.R1084 




5 '-most EST 


g4969143 




Method 


BLASTX 




NCBI GI 


g4678263 




BLAST score 


525 




E value 


3.0e-53 




Match length 


189 




% identity 


55 




NCBI Description 


(AL049657) brefeldin A-sens: 






[Arabidopsis thaliana] 




Seq. No. 


391567 




Contig ID 


26639 1.R1084 




5' -most EST 


LIB3477-001-P1-K1-F9 




Method 


BLASTX 




NCBI GI 


g5262775 




BLAST score 


414 




E value 


2.0e-40 




Match length 


119 



49825 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



67 

(AL080282) 



putative protein [Arabidopsis thaliana] 



391568 

26640JL.R1084 

uC-osrocyp030e09bl 

BLASTX 

g3885334 

599 

8.0e-62 

227 

56 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 

391569 

26653_1.R1084 

g4878220 

BLASTX 

gl421730 

224 

5.0e-18 

95 

56 



NCBI Description (U43082) RF2 [Zea mays] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
S'-most EST 



391570 

26661_1.R1084 
g3761883 

391571 

26667_1.R1084 
uC-osroM202022f!2bl 



Seq. No. 
Contig ID 
5 '-most EST 



391572 

26676JL.R1084 
LIB3477-002-P1-K1-B12 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



391573 

26677_1.R1084 

LIB3477-002-P1-K1-B3 

BLASTX 

g4584541 

319 

2.0e-29 

80 

75 

(AL04 9608) 3-hydroxyisobutyryl-coenzyme A hydrolase-like 
protein [Arabidopsis thaliana] 

391574 

26680JL.R1084 
LIB3477-002-P1-K1-B6 



Seq. No. 
Contig ID 
5' -most EST 



391575 

26686_1.R1084 

g4878549 



49826 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4263710 

369 

4.0e-35 

91 
53 

(AC006223) putative pur-alpha transcriptional activator 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



391576 

26691_1.R1084 

LIB3477-002-P1-K1-C5 

BLASTX 

g4926827 

585 

3.0e-94 

278 
68 

(AC004135) T17H7.12 [Arabidopsis thaliana] 
391577 

26693_1.R1084 

g5004357 

BLASTX 

g4886522 

290 

8.0e-26 

129 
50 

(AL050291) hypothetical protein [Homo sapiens] 
391578 

26694JL.R1084 
LIB3477-002-P1-K1-C8 



Seq. No. 
Contig ID 
5' -most EST 



391579 

26701_1.R1084 
g3768133 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391580 

26703_2.R1084 
g428274 

391581 

26704_1.R1084 

g2800479 

BLASTX 

g2266672 

686 

4.0e-72 

175 
73 

(Y14214) phosphate transporter [Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5' -most EST 



391582 

26716_1.R1084 
LIB3477-002-P1-K1-E6 



49827 





Method 


BLASTN 




NCBI GI 


g3821780 




BLAST score 


35 




E value 


6.0e-10 




Match length 


35 




% identity 


59 




NCBI Description 


Xenopus laevis cDNA clone 27A6-1 




Seq. No. 


391583 




Contig ID 


26719 1.R1084 




5 '-most EST 


LIB3477-002-P1-K1-E9 




Seq. No. 


391584 




Contig ID 


26725 1.R1084 




5 1 -most EST 


LIB3477-002-P1-K1-F3 




Seq. No. 


391585 




Contig ID 


26731 1.R1084 




5' -most EST 


uC-osflcypl06b05bl 




Method 


BLASTX 




NCBI GI 


g2493131 




BLAST score 


1050 




E value 


1 . Oe-115 




Match length 


228 




% identity 


93 




NCBI Description 


VACUOLAR ATP SYNTHASE SUBUNIT B 






SUBUNIT) >gi_167108 (L11862) vac 


Em 

is 




[Hordeum vulgar e] 


M : 


Seq. No. 


391586 




Contig ID 


26735 1.R1084 




5 '-most EST 


g5667362 




Seq. No. 


391587 


| | 


Contig ID 


26736 1.R1084 




5 '-most EST 


uC-osroM202028e01bl 




Seq. No. 


391588 




Contig ID 


26740 1.R1084 




5 '-most EST 


g2427510 




Method 


BLASTX 




NCBI GI 


g2739279 




BLAST score 


272 




E value 


6.0e-24 




Match length 


102 



1 (V-ATPASE B 



% identity 

NCBI Description 



54 



(AJ223177) short chain alcohol dehydrogenase [Nicotiana 
tabacum] >gi_27 91348_emb_CAA11154__ (AJ223178) short chain 
alcohol dehydrogenase [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 



391589 

26746_1.R1084 
g3762159 



Seq. No. 
Contig ID 
5' -most EST 



391590 

26749JL.R1084 
g427741 



49828 



€1 



Method 


BLASTX 




nO ft ^9 £ft 1 


BLAST score 


145 


E value 


5.0e-09 


Match length 


62 


% identity 


44 


NCBI Description 


(AL021712) putati' 


Seq. No. 


391591 


Contig ID 


26752 1.R1084 


5' -most EST 


LIB3477-010-P1-K1 


Method 


BLASTX 


NCBI GI 


g544018 


BLAST score 


449 


E value 


2.0e-44 


Match length 


122 


% identity 


72 


NCBI Description 


NITRATE/CHLORATE 1 



-H2 



nitrate-inducible nitrate transporter - Arabidopsis 
thaliana >gi_166668 (L10357) CHL1 [Arabidopsis thaliana] 
>gi_3157921 (AC002131) Identical to nitrate/chlorate 
transporter cDNA gb_L10357 from A. thaliana. ESTs 
gb_H37533 and gb_R29790, gb_T46117, gb_T46068 / gb_T756'88, 
gb_R29817, gb_R29862, gb_Z34634 and gb_Z34258 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391592 

26754_1.R1084 

LIB34 77-002-P1-K1-H9 

BLASTX 

g2801536 

842 

3.0e-90 

256 

61 

(AF039531) lysophospholipase homolog [Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391593 

26755_1.R1084 

uC-osflcypl43gl0bl 

BLASTX 

g5733874 

325 

6.0e-47 

210 

50 

(AC007932) F11A17.8 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



391594 

26768_1.R1084 

uC-osflcyp088g09bl 

BLASTX 

g3874563 

484 

2.0e-48 

230 

41 



49829 



HI 



NCBI Description 



(Z81042) similar to Yeast hypothetical protein YEY6 like; 
cDNA EST yk206h5.3 comes from this gene; cDNA EST yk206h5.5 
comes from this gene; cDNA EST yk303hl.3 comes from this 
gene; cDNA EST yk303hl.5 comes from this gene; cDN. . . 
>gi_3924 825_emb_CAB0554 9.1_ (Z83113) similar to Yeast 
hypothetical protein YEY6 like; cDNA EST yk206h5.3 comes 
from this gene; cDNA EST yk206h5.5 comes from this gene; 
cDNA EST yk303hl.3 comes from this gene; cDNA EST yk303hl.5 
comes from this gene; cDN 



Seq. No. 


391595 


Contig ID 


26770 1.R1084 


5 1 -most EST 


LIB3479-002-Q6-K2-C11 


Method 


BLASTX 


NCBI GI 


g5257292 


BLAST score 


638 


E value 


2.0e-66 


Match length 


174 


% identity 


74 


NCBI Description 


(AF124740) unknown [Zea mays] 


Seq. No. 


391596 


Contig ID 


26773 1.R1084 


5 '-most EST 


LIB3477-008-P1-K1-E8 


Seq. No. 


391597 


Contig ID 


26783 1.R1084 


5 '-most EST 


LIB3477-003-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


gll73137 


BLAST score 


845 


E value 


1.0e-90 


Match length 


173 


% identity 


92 


NCBI Description 


DNA- DIRECT ED RNA POLYMERASE I 



9 KD POLYPEPTIDE (RNA 

POLYMERASE II SUBUNIT 5) >gi__3227 00_pir B44457 RNA 

polymerase II fifth largest subunit - Glycine max=soybeans 
>gi_170052 (M90504) RNA polymerase II [Glycine max] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391598 

26789_1.R1084 

g2312560 

BLASTX 

gl!70242 

204 

6.0e-21 

107 
67 

FERROCHELATASE PRECURSOR (PROTOHEME FERRO-LYASE) 
SYNTHETASE) >gi_47 4 9 66_db j_BAA05101_ (D26105) 
f errochelatase [Hordeum vulgare] 



(HEME 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



391599 

26795JL.R1084 

LIB3477-003-P1-K1-D7 

BLASTX 

g5733886 



49830 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



345 

3.0e-32 

79 

85 

(AC007932) 



F11A17.20 [Arabidopsis thaliana] 



391600 

26797JL.R1084 
LIB3477-003-P1-K1-D9 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



391601 

26810JL.R1084 
g4716668 

391602 

26826_1.R1084 
LIB3477-003-P1-K1-G7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391603 

26830_1.R1084 

LIB3477-003-P1-K1-H12 

BLASTX 

g3093294 

681 

1.0e-71 

180 

45 

(Y12782) putative villin [Arabidopsis thaliana] 
>gi__573012 6_emb_CAB524 60.1_ (AL109796) putative villin 
[Arabidopsis thaliana] 



391604 

26835JL.R1084 

g4879726 

BLASTX 

g464470 

650 

8.0e-68 

125 

95 

PROFILIN 3 >gi_422033_pir S35798 profilin 3 

>gi_313142_emb_CAA51720_ (X73281) profilin 3 



- maize 
[Zea mays] 



391605 

26835_2.R1084 

uC-osflcyp074f09bl 

BLASTX 

g3914422 

616 

3.0e-64 

120 

93 

PROFILIN >gi_215 4728_emb_CAA69669_ (Y08389) profilin 2 
[Cynodon dactylon] >gi_2154730_emb_CAA6967 0_ (Y08390) 
profilin 1 [Cynodon dactylon] 



Seq. No. 



391606 



49831 



Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



26837_1.R1084 
LIB3477-003-P1-K1-H8 

391607 

26838_1.R1084 

uC-osroM202019d06bl 

BLASTX 

g4760700 

299 

6.0e-27 

89 
70 

(AB024437) peroxidase 



1 [Scutellaria baicalensis] 



391608 

26844_1.R1084 

LIB3477-004-P1-K1-A3 

BLASTN 

g6015437 

38 

1.0e-ll 

38 
100 

Homo sapiens PEX1 mRNA, complete cds 
391609 

26848_1.R1084 

g2310674 

391610 

26850_1.R1084 

LIB3477-004-P1-K1-A9 

BLASTX 

g4567312 

510 

2.0e-51 

143 

64 

(AC005956) hypothetical protein [Arabidopsis thaliana] 
391611 

26851JL.R1084 

uC-osroM202008g03bl 

BLASTX 

gl657621 

590 

5.0e-94 

405 

68 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 
>gi__54787 95_dbj_BAA82478.1_ (AB017643) Short-chain acyl CoA 
oxidase [Arabidopsis thaliana] 

391612 

26857_1.R1084 

g2280924 



49832 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g6093512 

172 

1.0e-16 

81 
53 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) (NSLTP) 
(SDI-9) >gi_1050918_emb_CAA63340_ (X92648) lipid transfer 
protein [Helianthus annuus] 

391613 

26857_2.R1084 

g3763369 

BLASTN 

g416316 

36 

2.0e-10 

64 

88 

Yeast integrative vector pRS405 with LEU2 marker, complete 
sequence 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391614 

26866_1.R1084 

g2310924 

BLASTX 

g4585980 

479 

6.0e-48 

188 

52 

(AC005287) Very similar to TATA binding protein-associated 
factor [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



391615 

26876JL.R1084 
LIB3477-0 04-P1-K1-D2 



Seq. No. 
Contig ID 
5' -most EST 



391616 

2688Q_1.R1084 
LIB3477-004-P1-K1-D6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



391617 

26883_1.R1084 

LIB3477-004-P1-K1-D9 

BLASTX 

g4191785 

364 

1.0e-34 

165 
49 

(AC005917) putative hydrolase [Arabidopsis thaliana] 
391618 

26885_1.R1084 

LIB3477-005-P1-K1-D3 

BLASTX 



49833 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



g3075391 
156 

6-0e-10 

149 
34 

(AC004484) unknown protein [Arabidopsis thaliana] 
391619 

26897_1.R1084 

uC-osroM202038e01bl 

BLASTX 

g4538968 

373 

1.0e-35 

156 

48 

(AL049488) putative protein kinase [Arabidopsis thaliana] 
391620 

26906_1.R1084 
LIB3477-004-P1-K1-G11 

391621 

26906_2.R1084 

g3761822 

BLASTN 

g4680488 

74 

4.0e-33 

94 

95 

Oryza sativa BAC clone 1.H19, complete sequence 
391622 

26906_4.R1084 

uC-osflM202037e06bl 

BLASTN 

g5091496 

43 

1.0e-14 

99 
62 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 

391623 

26910_1.R1084 
uC-osflcyp032e08bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



391624 

26916JL.R1084 

uC-osflcyp005allbl 

BLASTX 

g4826572 

518 

5.0e-96 
248 



49834 



o 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AJ238848) polygalacturonase [Phleum pratense] 
391625 

26916_2.R1084 

uC-osflcyp029gl0bl 

BLASTX 

gl29940 

404 

1.0e-75 

222 
64 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4 -ALPHA-GALACTURONIDASE ) 

>gi 100911 pir S18570 polygalacturonase (EC 3.2.1.15) 
precursor - maize >gi_22417__emb_CAA4 0850_ (X57627) * 
polygalacturonase [Zea mays] >gi_224 1 9_emb_CAA4 4 2 4 9_ 
(X62385) polygalacturonase [Zea mays] 

>gi_288374_emb_CAA4 6679_ (X65844) polygalacturonase [Zea 
mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 



391626 

26930_1.R1084 

LIB3477-005-P1-K1-A4 

BLASTX 

gl403522 

623 

7.0e-82 

239 
62 

(X57187) chitinase [Phaseolus vulgaris] 
391627 

26933_1.R1084 

LIB3477-005-P1-K1-A7 

BLASTX 

g4218535 

430 

2.0e-42 

123 
68 

(AJ010829) GRAB1 protein [Triticum sp.] 
391628 

26937JL.R1084 
uC-osflM202092d08bl 



Seq. No. 

Contig ID 
5 '-most EST 



391629 

26941_1.R1084 
LIB3477-005-P1-K1-B3 



Seq. No. 
Contig ID 
5 '-most EST 



391630 

26971JL.R1084 

LIB347 7-005-P1-K1-E11 



Seq. No. 

Contig ID 



391631 

26974 1.R1084 



49835 



5' -most EST 


uC-osflcypl25f07fol 




Method 


BLASTX 




NCBI GI 


a3337361 




BLAST score 


1079 




E value 


1.0e-118 




Match length 


270 




% identity 


71 




NCBI Description 


( ACO 0 4 4 81) ankyrin-li ke 


protein [Arabidopsis thaliana] 


Seq. No. 


391632 




Contig ID 


26985 1.R1084 




5 '-most EST 


LIB34 77-005-P1-K1-F4 




Method 


BLASTX 




NCBI GI 


g5919219 




BLAST score 


256 




E value 


1.0e-21 




Match length 


234 




% identity 


10 




NCBI Description 


(AF18 6273) leucine-rich 


repeats containing F-box prote. 




FBL3 [Homo sapiens] 




Seq. No. 


391633 




Contig ID 


26986 1.R1084 




5 '-most EST 


LIB3477-005-P1-K1-F6 




Method 


BLASTN 










BLAST score 


37 




E value 


4.0e-ll 




Match length 


37 




% identity 


100 




NCBI Description 


Homo sapiens PEX1 mRNA, 


complete cds 


Seq. No. 


391634 




Contig ID 


26990 1.R1084 




5 '-most EST 


g700922 




Method 


BLASTX 




NCBI GI 


g2191150 




BLAST score 


731 




E value 


5.0e-77 




Match length 


196 




% identity 


39 





NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF007269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 

391635 

26995_1.R1084 

uC-osrocyp033a01al 

BLASTX 

g4008006 

139 

6.0e-09 

45 
60 

(AF084034) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 



391636 



49836 



^J^^ ^^^^ 



Contig ID 


27004 1.R1084 


5 T -most EST 


uC-osrocyp010h08al 


Seq. No. 


391637 


Contig ID 


27018 1.R1084 


5' -most EST 


LIB3477-006-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2459435 


BLAST score 




E value 


2.0e-42 


Match length 


134 


% identity 


60 


NCBI Description 


(AC002332) putative serine carboxypeptidase [Arabid 




thaliana] 


Seq. No. 


391638 


Contig ID 


27035 1.R1084 


5 T -most EST 


LIB3477-006-P1-K1-E11 


Method 


BLASTX 


NCBI (jl 


g4oyoiycj 


BLAST score 


622 


E value 


2.0e-64 


Match length 


213 


% identity 


61 


NCBI Description 


(AC007 661) unknown protein [Arabidopsis thaliana] 


Seq. No. 


391639 


Contig ID 


27038 1.R1084 


5 '-most EST 


LIB3477-006-P1-K1-E6 


Seq. No. 


391640 


Contig ID 


27043 1.R1084 


5 1 -most EST 


g3767352 


Method 


BLASTX 




gz4u / oUU 


BLAST score 


312 


E value 


2.0e-29 


Match length 


86 


% identity 


87 


NCBI Description 


(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 


Seq. No. 


391641 


Contig ID 


27046 1.R1084 


5' -most EST 


uC-osflM202068g03bl 


Method 


BLASTX 




gouooo /J 


BLAST score 


677 


E value 


6.0e-73 


Match length 


168 


% identity 


89 


NCBI Description 


(AC009894) elongation factor EF-2 [Arabidopsis thai. 


Seq. No. 


391642 


Contig ID 


27048 1.R1084 


5 1 -most EST 


LIB3477-010-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g4490316 



49837 



€1 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

* Contig ID 

5 T -most EST 

} Seq. No. 
k Contig ID 

. 5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 
, E ,ya*lue< 
^%~&aten -length . 

% identity 

NCBI Description 

Seq. No. 



191 

4.0e-16 

88 
50 

(AL035678) nucellin-like protein [Arabidopsis thaliana] 
391643 

27050_1.R1084 

LIB347 7-006-P1-K1-G2 

BLASTN 

g20283 

78 

1.0e-35 

106 
95 

Rice (0. sativa) gene for proliferating cell nuclear 
antigen (PCNA) 

391644 

27055_1.R1084 

LIB3477-006-P1-K1-G8 

BLASTX 

g4204294 

192 

6.0e-16 

95 

60 

(AC003027) lcl__prt_seq No definition line found 
[Arabidopsis thaliana] 



391645 

27063JL.R1084 
g3767671 

391646 

27069JL.R1084 

uC-osrocyp005el0bl 

BLASTX 

g3184100 

129 

4.0e-16 

162 

34 

(AL023777) rna binding protein 



[Schizosaccharomyces pombe] 



391647 

27073_1.R1084 

g3761707 

BLASTX 

g4105794 

256 

6.0e-29 

1-04- > - ~-<" ■ - • ~ - * 

63 

(AF049928) PGP224 [Petunia x hybrida] 
391648 



49838 



0 



Contig ID 


27073 2.R1084 


5" -most EST 


LIB3477-007-P1-K1-A9 


Method 


BLASTX 






BLAST score 


390 


E value 


2.0e-37 


Match length 


124 


% identity 


59 


NCBI Description 


(AF049928) PGP224 [Petunia x hybrida] 


Seq. No. 


391649 


Contig ID 


27075 1.R1084 


5 ! -most EST 


g2800005 


Method 


BLASTX 


NCBI GI 


g4512673 


oijiio i score 


1 1 ft ^ 

110 J 


E value 


1.0e-130 


Match length 


268 


% identity 


80 


wcb± uescripT-ion 


/2i^nn^O'5T , i y-\-\ t -H a -h -i tta r^Vi Ao , nl^Anrrii"Qi t> y~\V~\ ncnh a "t - a c; o r Z\ TaKi c\ cw\ Q l c; 
^nLUUO" Jl J pULdLlvc pilUopilUpJL U Lc -LI1 pilvJopild Ldoc lr\l. ctL)J-\J.Kjy)c> J_o 




thaliana] 


Seq. No. 


391650 


Contig ID 


27077 1.R1084 


5' -most EST 


LIB34 77-007-P1-K1-B12 


Seq. No. 


391651 


Contig ID 


27080 1.R1084 


5' -most EST 


uC-osroM202005bl2bl 


Method 


BLASTX 






BLAST score 


382 


E value 


2.0e-36 


Match length 


132 


% identity 


55 


NCBI Description 


(AC003105) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


391652 


Contig ID 


27087 1.R1084 


5' -most EST 


LIB3477-007-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g4587549 


BLAST score 


581 


E value 


5.0e-72 


Match length 


Z X 0 


% identity 


42 


NCBI Description 


(AC006577) Similar to gb__U558 61 RNA binding protein 




nucleolysin (TIAR) from Mus musculus and contains several 




r£ UUU/D r\LNr\ rcCOgniUlOIl UtOLlI UOIualuS . iliO 1 5 y£? lilU ciiKJ. 




gb T4 4127 come from this gene. [Arabidopsis t 


Seq, No.„ 


391653 


Contig ID 


27089 1.R1084 


5 '-most EST 


g4715158 


Seq. No. 


391654 


Contig ID 


27090_1.R1084 



49839 



5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osroM202020el2bl 

BLASTX 

g2618686 

291 

5.0e-26 

177 

36 

(AC002510) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391655 

27093_1.R1084 

g2427398 

BLASTX 

g2342494 

295 

4.0e-32 

153 
52 

(D14058) bromelain [Ananas comosus] 

>gi_24 63582__dbj_BAA22543_ (D38531) FB31 precursor (FB13 
precursor) [Ananas comosus] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391656 

27097JL.R1084 
g2428154 

391657 

27110_1.R1084 

g2427847 

BLASTX 

gll71577 

365 

9.0e-35 

119 

58 

(X95343) hypersensitivity-related gene [Nicotiana tabacum] 



Seq. No. 

Contig ID 
5 T -most EST 



391658 

27111JL.R1084 
LIB3477-007-P1-K1-E12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391659 

27115_1.R1084 

LIB3477-007-P1-K1-E5 

BLASTX 

g4678321 

382 

2.0e-36 

178 
48 

(AL049658) putative protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



391660 

27118_1.R1084 
g2317603 
BLASTX 
g5734642 



49840 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



662 

5.0e-69 

250 
82 

(AP000391) ESTs C22657 (S0014) , C22656 (S0014) correspond to a 
region of the predicted gene.; Similar to receptor protein 
kinase, ERECTA (AC004484) [Oryza sativa] 
>gi__6006357_dbj_BAA84787.1_ (AP000559) ESTs 
C22657 (S0014) ,C22656 (S0014) correspond to a region of the 
predicted gene.; Similar to receptor protein kinase, ERECTA 
(AC004484) [Oryza sativa] 





Seq. No. 


391661 




Contig ID 


27124 1.R1084 




5 '-most EST 


LIB3477-007-P1-K1-F2 




Seq. No. 


391662 




Contig ID 


27126 1.R1084 




5 1 -most EST 


LIB3477-007-P1-K1-F4 




Method 


BLASTX 




NCBI GI 


g4753658 




BLAST score 


203 


03 


E value 


9.0e-16 




Match length 


54 




% identity 


74 




NCBI Description 


(AL049751) putative protein [Arabidopsis thaliana] 


ffV- 


Seq. No. 


391663 


r: 


Contig ID 


27127 1.R1084 


Ll 


5 T -most EST 


LIB3477-007-P1-K1-F5 




Method 


BLASTX 




NCBI GI 


g2580499 




BLAST score 


836 


ri 


E value 


8.0e-90 




Match length 


206 




% identity 


73 




NCBI Description 


(U67186) NADPH: f errihemoprotein oxidoreductase 






[Eschscholzia californica] 




Seq. No. 


391664 




Contig ID 


27129 1.R1084 




5' -most EST 


g5005504 




Method 


BLASTX 




NCBI GI 


g2109293 




BLAST score 


216 




E value 


3.0e-17 




Match length 


120 




% identity 


44 




NCBI Description 


(U97568) serine/threonine protein kinase [Arafoidop 






thaliana] 




Seq. No. 


391665 




Contig ID 


27130 1.R1084 




5 1 -most EST 


LIB3477-007-P1-K1-F9 




Method 


BLASTX 




NCBI GI 


g602292 




BLAST score 


543 



49841 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-55 

214 

50 

(U17987) RCH2 protein [Brassica napus] 
391666 

27132JL.R1084 

LIB3477-009-P1-K1-E2 

BLASTX 

g5478530 

815 

5.0e-87 

288 
16 

(AF130441) UVB-resistance protein UVR8 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391667 

27136_1.R1084 

uC-osflcyp009h03bl 

BLASTX 

gl076809 

384 

6.0e-37 

104 

70 

H+-transporting ATPase (EC 3.6.1.35) - 
>gi_758355_emb_CAA59800_ (X85805) H(+) 
[Zea mays] 



maize 

-transporting ATPase 



391668 

27137JL.R1084 

LIB3477-007-P1-K1-G4 

BLASTX 

g629561 

150 

2.0e-13 

84 

50 

SRG1 protein - Arabidopsis thaliana 

>gi_479047_emb_CAA55654_ (X79052) SRG1 [Arabidopsis 
thaliana] >gi_57347 67__gb_AAD50032 . 1_AC007 651_27 (AC007651) 
SRG1 Protein [Arabidopsis thaliana] 

391669 

27142_1.R1084 

LIB3477-007-P1-K1-G9 

BLASTX 

gl076748 

221 

9.0e-18 

91 
28 

major intrinsic protein - rice >gi__4408 69_dbj_BAA04257_ 
(D17443) major intrinsic protein [Oryza sativa] 



Seq. No, 



391670 



49842 



# 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27145_1.R1084 

g440865 

BLASTX 

g2497752 

148 

1.0e-09 

53 
49 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1321911_emb_CAA65475_ (X96714) lipid transfer protein 
[Prunus dulcis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391671 

27147JL.R1084 

g568613 

BLASTX 

g6013206 

475 

1.0e-47 

128 

71 

(AF177990) gamma-soluble NSF attachment protein; gamma-SNAP 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391672 

27155JL.R1084 

LIB3477-008-P1-K1-A11 

BLASTX 

g6065749 

662 

3.0e-87 

256 

63 

(AJ250341) beta-amylase enzyme [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



391673 

27158JL.R1084 
uC-osflcyp!40dl0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391674 

27160JL.R1084 

LIB3477-008-P1-K1-B2 

BLASTX 

g3281853 

236 

1.0e-29 

110 

60 

(AL031004) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



391675 

27178_1.R1084 

g2442474 

BLASTX 

g4038471 

390 

1.0e-37 



49843 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 
86 

(AF111029) 40S ribosomal protein S27 homolog [Zea mays] 
391676 

27194JL.R1084 

LIB3477-011-P1-K1-E2 

BLASTX 

gl708421 

386 

1.0e-42 

125 
75 

ISOFLAVONE REDUCTASE HOMOLOG IRL >gi_120598 6 (U33318) 
sulfur starvation induced isoflavone reductase-like IRL 
[Zea mays] 

391677 

27195_1.R1084 

g570196 

BLASTX 

g3738326 

145 

4.0e-09 

48 

50 

(AC005170) putative nodulin [Arabidopsis thaliana] 
391678 

27200_1.R1084 
g5004922 

391679 

27210_1.R1084 

uC-osflcypl69d07bl 

BLASTX 

g2494041 

363 

2.0e-34 

106 
64 

DIAMINOPIMELATE EPIMERASE (DAP EPIMERASE) 
>gi_1653875__dbj_BAA18785_ (D90917) diaminopimelate 
epimerase [Synechocystis sp.] 

391680 

27212_1.R1084 

uC-osrocyp017f08bl 

BLASTX 

g2688824 

163 

4.0e-ll 

102 
42 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



49844 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391681 

27218JL.R1084 

uC-osflcyp002d03bl 

BLASTX 

g4522012 

435 

6.0e-43 

117 

68 

(AC007069) hypothetical protein [Arabidopsis thaliana] 
391682 

27225_1.R1084 

LIB3477-009-P1-K1-C4 

BLASTX 

g2289001 

223 

4.0e-18 

142 

44 

(AC002335) small nuclear ribonucleoprotein isolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391683 

27227JL.R1084 

g572293 

BLASTX 

g4210449 

524 

3.0e-53 

193 

56 

(AB016471) ARR1 protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391684 

27234_1.R1084 

LIB3477-009-P1-K1-D2 

BLASTX 

g5917664 

192 

2.0e-27 

151 
29 

(AF159296) extensin-like protein 



[Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391685 

27241_1.R1084 

LIB3477-009-P1-K1-E1 

BLASTX 

g3482979 

179 

6.0e-13 

49 

63 

(AL031369) putative protein [Arabidopsis thaliana] 
>gi__4567258_gb_AAD23672. 1_AC007070_21 (AC007070) 
hypothetical protein [Arabidopsis thaliana] 



49845 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391686 

27249_1.R1084 

uC-osroM202030a02bl 

BLASTX 

g2440029 

228 

8.0e-19 

59 
71 

(Y14 851) DAL1 protein [Arabidopsis thaliana] 
>gi_2440031_emb_CAA75115_ (Y14850) DAL1 protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



391687 

27250_1.R1084 
uC-osflM20207 4gl0al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391688 

27256_1.R1084 

g568800 
BLASTX 
g2058456 
225 

2.0e-18 

46 
98 

(U66408) GTP-binding protein [Arabidopsis thaliana] 
> gi_2 34515 0_gb_AAB 6783 0_ { AF 014 822) devel opmen t a 1 1 y 
regulated GTP binding protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391689 

27257_1.R1084 

LIB3477-009-P1-K1-F3 

BLASTX 

g4097948 

320 

2.0e-29 

90 

77 

(U72255) beta-1, 3-glucanase precursor [Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 



391690 

27261_1.R1084 
LIB3477-009-P1-K1-F7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391691 

27263JL.R1084 

g3762154 

BLASTN 

g3127105 

54 

3.0e-21 

65 
97 

Helicella itala clone B2 microsatellite 



49846 



# 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



391692 

27265_1.R1084 
LIB3477-009-P1-K1-G11 

391693 

27266_1.R1084 
LIB3477-009-P1-K1-H4 

391694 

27277_1.R1084 
uC-osflcypl25c01bl 

391695 

27284_1.R1084 
uC-osroM202035g09bl 

391696 

27285_1.R1084 
g4879394 

391697 

27288_JL.R1084 
LIB3477-010-P1-K1-A4 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



391698 

27295_1.R1084 
LIB3477-010-P1-K1-B10 

391699 

27296_1.R1084 

g3090671 

BLASTX 

gll71008 

490 

3.0e-49 

134 
63 

POLLEN ALLERGEN PHL P 1 PRECURSOR (PHL P I) 

>gi_629812_pir S44182 allergen Phi pi- common timothy 

>gi_473360_emb_CAA55390_ (X78813) Phi p I allergen [Phleum 
pratense] 

391700 

27298_1.R1084 

LIB3477-010-P1-K1-B2 

BLASTX 

gl931647 

527 

3.0e-62 

275 
39 

(U95973) endomembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 

391701 

27301_1.R1084 
LIB3477-010-P1-K1-B5 



49847 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



BLASTX 

g3522937 

174 

4.0e-12 

141 
33 

(AC004411) unknown protein [Arabidopsis thaliana] 
391702 

27303_1.R1084 

LIB3477-010-P1-K1-B7 

BLASTX 

g4582436 

486 

5.0e-49 

135 

67 

(AC007196) unknown protein [Arabidopsis thaliana] 
391703 

27309_1.R1084 

g5443721 

BLASTX 

g3914210 

439 

5.0e-81 

235 
69 

DIHYDROLIPOAMIDE SUCCINYLTRANSFERASE COMPONENT OF 
2-OXOGLUTARATE DEHYDROGENASE COMPLEX, MITOCHONDRIAL 
PRECURSOR (E2) (E2K) >gi_1117958 (U40758) dihydrolipoamide 
succinyltransf erase [Fugu rubripes] 



Seq. No. 
Contig ID 
5' -most EST 



391704 

27310_1.R1084 
LIB3477-010-P1-K1-C3 



Seq. No. 

Contig ID 
5 T -most EST 



391705 

27311JL.R1084 
g2280794 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



391706 

27312_1.R1084 

LIB3477-010-P1-K1-C5 

BLASTX 

g3935148 

227 

2.0e-18 

70 
63 

(AC005LQ6^,.T25^20.. 12 
391707 

27316JL.R1084 
g2428122 



[Arabidopsis thaliaua] : 



Seq. No. 



391708 



49848 







27^1 6 2 R1084 




5 '-most EST 


g4879255 




Seq. No. 


391709 




Contig ID 


27317 1.R1084 




5 '-most EST 


g2309940 




Seq. No. 


391710 




Contig ID 


27320 1.R1084 




5' -most EST 


LIB3477-010-P1-K1-D2 




Method 


BLASTX 






y jo i j j 




BLAST score 


217 




E value 


2.0e-17 




Match length 


93 




-s iaeni-_Li_y 


A Q 




NCBI Description 


(AF173378) 60S acidic ribosomal protein PO [Homo sapiens] 




Seq. No. 


391711 


pi 




97^R 1 R1 0P.4 

6 / J JO -L . X\ JL UOi 


: =y 


5 '-most EST 


LIB3477-010-P1-K1-E9 


y * 


Seq. No. 


391712 




Contig ID 


27344 1.R1084 


: *jf :: 


5' -most EST 


g2309894 




Seq. No. 


391713 




Contig ID 


27351 1.R1084 




5' -most EST 


g5455589 




Method 


BLASTX 








Q 


BLAST score 


331 




E value 


1.0e-30 


O 


Match length 


94 


y 


% identity 


0 0 




NCBI Description 


(AL021684) predicted protein [Arabidopsis thaliana] 




Seq. No. 


391714 




Contig ID 


27351 2.R1084 




5 1 -most EST 


LIB3477-010-P1-K1-G10 




Seq. No. 


391715 




Contig ID 


27353 1.R1084 




5' -most EST 


g4968882 




Method 


BLASTX 




NCBI GI 


g4680190 




DLAbi score 


0 u / 




E value 


2.0e-51 




Match length 


142 




% identity 


77 




NCBI Description 


(AF111710) putative dnaJ-like protein [Oryza sativa subsp. 






indica] 




Seq. No. 


391716 




Contig ID 


27356 1.R1084 




5 1 -most EST 


LIB3477-010-P1-K1-G4 



49849 



Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391717 

27359JL.R1084 

g569159 

BLASTX 

g4539452 

1344 

1.0e-149 

377 
64 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



391718 

27360_1.R1084 

uC-osflcyp009g06bl 

BLASTX 

g4929725 

344 

4.0e-32 

124 

55 

(AF151886) CGI-128 protein [Homo sapiens] 
391719 

27370_1.R1084 
LIB3477-011-P1-K1-A10 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391720 

27371JL.R1084 

g427064 

BLASTX 

gl842111 

393 

5.0e-38 

110 

68 

(U87586) decoy [Arabidopsis thaliana] 

>gi_1931612_gb_AAB51588.1_ (U93308) decoy [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



391721 

27373_1.R1084 
LIB3477-011-P1-K1-A2 



Seq. No. 
Contig ID 
5' -most EST 



391722 

27374_1.R1084 
LIB3477-011-P1-K1-A3 



Seq. No. 
Contig ID 
5 '-most EST 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



391723 

27376_1.R1084 

uC-osflcyp012g08bl 

BLASTX 

g5453603 

603 

4.0e-70 

169 

78 



49850 



• 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chaperonin containing TCP1, subunit 2 (beta) 

>gi 6094436_sp_P78371_TCPB_HUMAN T-COMPLEX PROTEIN 1, BETA 

SUBUNIT (TCP-1-BETA) (CCT-BETA) >gi_2559012 (AF026293) 

chaperonin containing t-complex polypeptide 1, beta 

subunit; CCT-beta [Homo sapiens] >gi__4090929 (AF026166) 

chaperonin-containing TCP-1 beta subunit homolog [Homo 

sapiens] 

391724 

27379_1.R1084 

gl632332 

BLASTX 

gl33867 

573 

4.0e-59 

126 

87 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 

391725 

27404JL.R1084 

LIB3477-011-P1-K1-D11 

BLASTX 

g4507857 

157 

3.0e-10 

184 
27 

Herpes virus-associated ubiquitin-specif ic protease 
>gi 25014 60_sp_Q93009_UBPH_HUMAN PROBABLE UBIQUITIN 
CARBOXYL- TERMINAL HYDROLASE HAUSP (UBIQUITIN THIOLESTERASE 
HAUSP) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE HAUSP) 

(DEUBIQUITINATING ENZYME HAUSP) (HERPESVIRUS ASSOCIATED 
UBIQUITIN-SPECIFIC PROTEASE) >gi_1545952_emb_CAA96580_ 

(Z72499) herpesvirus associated ubiquitin-specif ic protease 

(HAUSP) [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



391726 

27408_1.R1084 

g702293 

BLASTX 

g3395431 

193 

2.0e-14 

215 

31 

(AC004 683) unknown protein [Arabidopsis thaliana] 
391727 

27411JL.R1084 
LIB3477-011-P1-K1-E1 



Seq. No. 
Contig ID 
5' -most EST 



391728 

27413_1.R1084 
g2312069 



49851 



Seq. No. 

Contig ID 
5 T -most EST 



391729 

27416_1.R1084 
LIB3477-011-P1-K1-E4 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



391730 

27420_1.R1084 
LIB3477-011-P1-K1-E8 

391731 

27421JL.R1084 

LIB3477-011-P1-K1-E9 

BLASTX 

gll8306 

149 

2.0e-20 

132 
42 

AROMATIC-L-AMINO-ACID DECARBOXYLASE (DOPA DECARBOXYLASE) 

(TRYPTOPHAN DECARBOXYLASE) >gi_68027_pir DCJAAP 

aromatic-L-amino-acid decarboxylase (EC 4.1.1.28) - 
Madagascar periwinkle >gi_1822 6_emb_CAA478 98_ (X67 662) 
tryptophan decarboxylase [Catharanthus roseus] >gi_1674 90 
(M25151) tryptophan decarboxylase (EC 4.1.1.28) 
[Catharanthus roseus] 

391732 

27422_1.R1084 

uC-osflm202112e06bl 

BLASTX 

g3660471 

504 

6.0e-51 

122 
79 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 

391733 

27428_1.R1084 

g3760448 

BLASTX 

g4585907 

585 

2.0e-60 

151 

72 

(AC006298) unknown protein [Arabidopsis thaliana] 
391734 

27436JL.R1084 

uC-osroM202036h06bl 

BLASTX 

g5732040 

350 

6.0e-33 
93 



49852 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



70 

(AF147262) contains similarity to mouse and human SL15 
proteins (GB:AF038961 and U41996) [Arabidopsis thaliana] 

391735 

27451JL.R1084 

g428081 

BLASTX 

g4098521 

987 

1.0e-107 

212 
86 

(U79160) HMG-CoA synthase [Arabidopsis thaliana] 
>gi_4098523 (U79161) HMG-CoA synthase [Arabidopsis 
thaliana] >gi_5002517_emb_CAB44320 . 1_ (AL078606) 
hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

391736 

27454_1.R1084 

LIB347 9-001-Q6-K1-A1 

BLASTX 

g4455302 

355 

1.0e-46 

167 

60 

(AL035528) putative protein [Arabidopsis thaliana] 
391737 

27461JL.R1084 
LIB3479-001-Q6-K1-A7 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391738 

27465_1.R1084 

LIB3479-001-Q6-K1-B12 

BLASTX 

gl381154 

306 

8.0e-28 

106 
59 

(U58278) WCOR719 [Triticum aestivum] 



Seq. No. 
Contig ID 
5' -most EST 



391739 

27470_1.R1084 
uC-osflcyp021dl0bl 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



391740 

27471JL.R1084 

LIB3479-001-Q6-K2-B8 

BLASTX 

g3482974 

528 

6.0e-54 

164 

65 



49853 



NCBI Description 



(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391741 

27472_1.R1084 

LIB3479-001-Q6-K1-C11 

BLASTX 

g4903006 

394 

3.0e-38 

134 

59 

(AB027458) ACE [Arabidopsis thaliana] 

>gi_5903086_gb_AAD55644.1_AC008017_17 (AC008017) ACE 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



391742 

27473JL.R1084 
g5771040 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391743 

27475_1.R1084 

g3061074 

BLASTX 

g3643085 

499 

4.0e-50 

292 
55 

(AF075580) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 



Seq. No. 
Contig ID 
5' -most EST 



391744 

27477JL.R1084 
LIB3479-001-Q6-K1-C5 



Seq. No. 
Contig ID 
5' -most EST 



391745 

27478_1.R1084 

LIB347 9-012-Q6-K1-C12 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391746 

27484_1.R1084 

LIB347 9-001-Q6-K2-D4 

BLASTX 

g2245136 

397 

1.0e-38 

121 
64 

(Z97344) trehalose-6-phosphate synthase like protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 



391747 

27489JL.R1084 

LIB347 9-001-Q6-K1-E10 

BLASTX 

g3023275 



49854 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



525 

3.0e-59 

148 

79 

ALPHA-GLUCOSIDASE PRECURSOR ( MALT AS E) 

>gi_2130027j?ir S65057 alpha-glucosidase (EC 3.2.1.20) 

barley >gi_944901 (U22450) alpha-glucosidase [Hordeum 
vulgare] 



Seq. No. 

Contig ID 
5 T -most EST 



391748 

27491_1.R1084 
uC-osrocyp013b!0bl 



Seq. No. 
Contig ID 
5 1 -most EST 



391749 

27493_1.R1084 
LIB347 9-001-Q6-K2-E5 



Seq. No. 
Contig ID 
5 '-most EST 



391750 

27497JL.R1084 
LIB3479-001-Q6-K1-F1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391751 

27498JL.R1084 

LIB347 9-001-Q6-K1-F10 

BLAST N 

g5091496 

122 

8.0e-62 

174 

28 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 



Seq. No. 
Contig ID 
S'-most EST 



391752 

27500_1.R1084 
LIB3479-001-Q6-K1-F12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391753 

27500_2.R1084 

g3762358 

BLASTN 

gll84321 

66 

2.0e-28 

117 

91 

Cloning vector pCRSCRIPT SK[+] 



complete sequence 



Seq. No. 
Contig ID 
5' -most EST 



391754 

27506_1.R1084 
g3107319 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



391755 

27510JL.R1084 

LIB3479-001-Q6-K2-G12 

BLASTN 

g5257255 



49855 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
.E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



347 

0.0e+00 

396 

97 

Oryza sativa genomic DNA, chromosome 8, clone : P0026F07 
391756 

27513_1.R1084 

LIB3479-001-Q6-K2-G4 

BLASTX 

g4982499 

775 

9.0e-83 

171 

75 

(AC000107) F17F8.5 [Arabidopsis thaliana] 
391757 

27518_1.R1084 

uC-osflM202071f06bl 

BLASTX 

g5669871 

446 

7.0e-44 

289 

41 

(AF135014) dihydrolipoamide S-acetyltransf erase [Zea mays] 
391758 

27519_1.R1084 
LIB347 9-001-Q6-K2-H1 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



391759 

27523_1.R1084 

g2798879 

BLASTN 

g3402815 

53 

1.0e-20 

53 
100 



NCBI Description Cloning Vector pGreen 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 

Match length - 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



391760 

27526_1.R1084 

gl632195 

BLASTX 

g4126695 

127 

4.0e-13 

. 142 
35 

(AB016505) prolamin [Oryza sativa] 
391761 

27531JL.R1084 
LIB347 9-001-Q6-K2-A3 



49856 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 



BLASTN 

g5921664 

40 

6.0e-13 

99 
91 

Pseudomonas putida FliK (fliK) , FliL, FliM (fliM) , FliN 
(fliN), FliO (fliO), FliP (fliP), FliQ (fliQ) , FliR (fliR), 
and FlhB (flhB) genes, complete cds; and unknown gene 

391762 

27605JL.R1084 

g2312192 

BLASTX 

g2351374 

213 

6.0e-17 

47 

89 

(U54560) putative 26S proteasome subunit athMOV34 
[Arabidopsis thaliana] 

391763 

27607_1.R1084 

LIB347 9-003-Q6-K2-C5 

BLASTX 

g5531484 

553 

6.0e-57 

122 
93 

(Y17898) OCL1 homeobox protein [Zea mays] 
391764 

27609JL.R1084 
uC-osflcyp031e08bl 



Seq. No. 
Contig ID 
5 '-most EST 



391765 

27611_1.R1084 
LIB3479-002-Q6-K2-B12 



Seq. No. 
Contig ID 
5 '-most EST 



391766 

27612JL.R1084 
LIB347 9-002-Q6-K2-B2 



Seq. No. 

Contig ID 
5 1 -most EST 



391767 

27613_1.R1084 
LIB347 9-002-Q6-K2-B3 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



391768 

27616JL.R1084 

LIB347 9-002-Q6-K1-C1 

BLASTX 

g4455276 

182 

7.0e-22 

92 



49857 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

(AL035527) peptide transporter-like protein [Arabidopsis 
thaliana] 

391769 

27623JL.R1084 
LIB3479-002-Q6-K1-D10 

391770 

27627_1.R1084 
LIB3479-002-Q6-K2-D7 

391771 

27631JL.R1084 
LIB3479-002-Q6-K1-E12 

391772 

27635JL.R1084 

LIB3479-002-Q6-K2-E5 

BLASTX 

gl737492 

468 

1.0e-46 

107 
49 

(U81318) poly (A) -binding protein [Triticum aestivum] 
391773 

27636JL.R1084 

g2310044 

BLASTX 

g4263827 

119 

9.0e-13 

137 

42 

(AC006067) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



391774 

27640JL.R1084 

LIB34 7 9-002-Q6-K2-F1 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391775 

27642JL.R1084 
LIB3479-002-Q6-K1-F3 

391776 

27644_1.R1084 

LIB3479-002-Q6-K2-G1 

BLASTX 

gl345132 

312 

2.0e-28 

110 

11 

(U47029) ERECTA [Arabidopsis thaliana] 



49858 



>gi_1389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, E RECTA [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5* -most EST 



391777 

27645JL.R1084 

LIB347 9-002-Q6-K2-G10 

BLASTX 

g4006893 

380 

1.0e-36 

94 
79 

(Z99708) aminopeptidase-like protein [Arabidopsis thaliana] 
391778 

27646_1.R1084 
uC-osroM202005a02bl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391779 

27647_1.R1084 

LIB347 9-002-Q6-K2-G2 

BLASTN 

g5852077 

236 

1.0e-130 

273 

96 

Oryza sativa indica(GLA4) 
clone: b6015 



genomic DNA, chromosome 4, BAC 



Seq. No. 
Contig ID 
5' -most EST 



391780 

27656JL.R1084 

LIB347 9-002-Q6-K2-H12 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



391781 

27684_1.R1084 
g3106575 

391782 

27688JL.R1084 

LIB347 9-003-Q6-K2-E1 

BLASTX 

g4586244 

175 

1.0e-12 

114 

35 

(AL049640) putative protein [Arabidopsis thaliana] 
391783 

27724_1.R1084 

uC-osflcyp030dllbl 

BLASTX 

g5668813 

299 

5. 0e-27 



49859 



Match length 

% identity 

NCBI Description 



115 
47 

(AC007519) Similar to gb_X77136 HSR203J protein from 
Nicotiana tabacum and is a member of the PF_00135 
Carboxylesterase family. ESTs gb_Z25688 and gb_F14025 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -mo st EST 



391784 

27725_1.R1084 
LIB3479-003-Q6-K1-A11 



Seq. No. 
Contig ID 
5 1 -most EST 



391785 

27731_1.R1084 
LIB347 9-003-Q6-K2-A6 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391786 

27741_1.R1084 

LIB3479-003-Q6-K1-C12 

BLASTX 

g4680207 

435 

7.0e-43 

163 

53 

(AF114171) disease resistance protein RPM1 homolog [Sorghum 
bicolor] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



391787 

27747_1.R1084 

LIB3479-003-Q6-K2-C7 

BLASTX 

g3461850 

379 

2.0e-36 

147 
48 

(AC005315) 
thaliana] 



putative ligand-gated ionic channel [Arabidopsis 



391788 

27750JL.R1084 

LIB347 9-003-Q6-K2-D12 

BLASTX 

g4467148 

138 

1.0e-15 

143 

40 

(AL035540) putative protein [Arabidopsis thaliana] 
391789 

27765_1.R1084 

LIB347 9-003-Q6-K2-F10 

BLASTX 

g731871 

201 

2.0e-15 



49860 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143 
29 

HYPOTHETICAL 269.9 KD PROTEIN IN FKH1-MET18 INTERGENIC 

REGION >gi_626325_pir S48405 probable membrane protein 

YIL129c - yeast (Saccharomyces cerevisiae) 

>gi_5577 94_emb_CAA8 614 9_ (Z38059) orf, len: 2376, CAI : 0.14 
[Saccharomyces cerevisiae] 

391790 

27770_1.R1084 
g4715808 

391791 

27772_1.R1084 

uC-osflcyp030e09bl 

BLASTX 

g5921647 

734 

1.0e-77 

214 

64 

(AF155332) flavonoid 3 ' -hydroxylase [Petunia x hybrida] 
391792 

27772_2.R1084 

g3768215 

BLASTX 

g5921647 

422 

2.0e-52 

180 
61 

(AF155332) flavonoid 3 ' -hydroxylase [Petunia x hybrida] 
391793 

27776_1.R1084 

LIB347 9-003-Q6-K1-G8 

BLASTX 

g6063541 

893 

1.0e-96 

178 

98 

(AP000615) EST AU068209 (C12438 ) corresponds to a region of 
the predicted gene.; similar to Dis3p protein - human. 
(JE0110) [Oryza sativa] 

391794 

27779JL.R1084 

LIB347 9-003-Q6-K1-H10 

BLASTX 

g4768968 

279 

2.0e-24 

101 
64 

(AF140219) nuclear cap-binding protein; CBP20 [Arabidopsis 



49861 



thaliana] 

391795 
27781_1.R 

5' -most EST LIB3479-003-Q6-K2-H3 



Seq. No. 391795 
Contig ID 27781_1.R1084 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391796 

27783_1.R1084 

LIB3479-003-Q6-K2-H8 

BLASTX 

g2982293 

361 

3.0e-34 

83 
81 

(AF051231) ISP42-like protein [Picea mariana] 



Seq. No. 391797 

Contig ID 27824_1 . R1084 

5 1 -most EST uC-osf Icypl69gl0bl 

Method BLASTX 

NCBI GI g4309732 

BLAST score 155 

E value 7.0e-10 

Match length 53 

% identity 53 

NCBI Description (AC006439) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 391798 

Contig ID 27848_1 . R1084 

5 '-most EST LIB347 9-004-Q6-K2-A1 

Method BLASTN 

NCBI GI g5777612 

BLAST score 4 31 

E value 0.0e+00 

Match length 559 

% identity 99 

NCBI Description Oryza sativa chromosome 4 BAC q3037-207Fl complete genome 

Seq. No. 391799 

Contig ID 27853_1 . R1084 

5' -most EST LIB3479-004-Q6-K1-A4 

Method BLASTX 

NCBI GI gl076758 

BLAST score 833 

E value 2.0e-89 

Match length 201 

% identity 80 

NCBI Description heat-shock protein precursor - rye >gi_2130093_pir S65776 

heat-shock protein, 82K, precursor - rye 
>gi_556673_emb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 



Seq. No. 391800 

Contig ID 27855_1 .R1084 

5' -most EST LIB3479-004-Q6-K1-A6 



49862 



Seq. No. 
Contig ID 
.5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



391801 

27856_1.R1084 

LIB3479-004-Q6-K2-A7 

BLASTX 

g401237 

238 

8.0e-43 

94 
90 

UBIQUITIN-ACTIVATING ENZYME El 2 >gi_170684 (M90663) 
ubiquitin activating enyme [Triticum aestivum] 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391802 

27860_1.R1084 

LIB347 9-004-Q6-K2-B10 

BLASTX 

g3169171 

175 

2.0e-12 

74 
45 

(AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] >gi_344 5213_gb_AAC32443 . 1_ (AC004786) putative 
serine carboxypeptidase I [Arabidopsis thaliana] 



Seq. No. 


391803 


Contig ID 


27862 1.R1084 


5 1 -most EST 


LIB3479-004-Q6-K2-B2 


Method 


BLASTX 


NCBI GI 


g3925363 


BLAST score 


240 


E value 


3.0e-20 


Match length 


111 


% identity 


48 


NCBI Description 


(AF067961) homeodomain 


Seq. No. 


391804 


Contig ID 


27864 1.R1084 


5 T -most EST 


LIB347 9-004-Q6-K2-B6 


Method 


BLASTX 


NCBI GI 


gl21477 


BLAST score 


562 


E value 


7.0e-58 


Match length 


140 


% identity 


77 


NCBI Description 


GLUTELIN PRECURSOR >gi 




(clone lambda-RG21) - : 



471__pir S05443 glutelin precursor 

rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 



391805 

27865_1.R1084 
LIB3479-004-Q6-K2-B7 



Seq. No. 
Contig ID 
5' -most EST 



391806 

27875_1.R1084 
LIB3479-004-Q6-K2-C9 



49863 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3128213 

243 

2.0e-20 

85 
54 

(AC004077) 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



391807 

27878_1.R1084 
LIB3479-004-Q6-K1-D2 

391808 

27880_1.R1084 

LIB347 9-004-Q6-K2-D6 

BLASTX 

g5881778 

178 

9.0e-13 

79 

51 

(AL117386) putative protein [Arabidopsis thaliana] 
391809 

27884JL.R1084 
LIB347 9-004-Q6-K2-E1 

391810 

27885_1.R1084 

LIB3479-004-Q6-K2-E10 

BLASTN 

g4159706 

36 

1.0e-10 

80 
86 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGL6 f complete sequence 

391811 

27886_1.R1084 

LIB347 9-004-Q6-K1-E11 

BLASTX 

g2739044 

383 

8.0e-37 

105 
70 

(AF024651) polyphosphoinositide binding protein Sshlp 
[Glycine max] 

391812 

27893JL.R1084 

LIB3479-004-Q6-K2-E7 

BLASTX 

g3924604 

195 



49864 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-15 

65 
58 

(AF069442) putative leucine-rich repeat protein 
[Arabidopsis thaliana] 

391813 

27894_1.R1084 

LIB347 9-004-Q6-K2-E8 

BLASTX 

g3738315 

385 

4.0e-37 

95 

75 

(AC005170) unknown protein [Arabidopsis thaliana] 
391814 

27898JUR1084 

LIB347 9-004-Q6-K2-F11 

BLASTX 

g5263321 

285 

2.0e-25 

136 

45 

(AC007727) Contains similarity to gb_AF033823 moira protein 
from Drosophila melanogaster and contains a PF_0024 9 
Myb-like DNA-binding domain. EST gb_Z25609 comes from this 
gene. [Arabidopsis thaliana] 

391815 

27902_1.R1084 

LIB347 9-004-Q6-K1-F6 

BLASTX 

g2244981 

153 

9.0e-10 

107 
39 

(Z97340) proline-rich, APG like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



391816 

27903_1.R1084 
uC-osflcyp022g05bl 



Seq. No. 
Contig ID 
5 '-most EST 



391817 

27903_3.R1084 
LIB347 9-004-Q6-K1-F7 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



391818 

27906_1.R1084 

LIB347 9-004-Q6-K2-G10 

BLASTX 

g927428 

156 



49865 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



4.0e-10 

55 

56 

(X86733) fisl [Linum usitatissimum] 
391819 

27908JL.R1084 
LIB3479-004-Q6-K2-G2 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



391820 

27911JL.R1084 
g3462531 

391821 

27913_1.R1084 
LIB347 9-004-Q6-K1-G8 

391822 

27914_1.R1084 
LIB347 9-004-Q6-K1-G9 

391823 

27916__1.R1084 

LIB347 9-004-Q6-K2-H10 

BLASTX 

g3183310 

173 

4.0e-12 

112 
39 

HYPOTHETICAL 23.2 KD PROTEIN C5D6.06C IN CHROMOSOME I 
>gi_2281976_emb_CAB10854.1_ (Z98056) putative glycosyl 
transferase [Schizosaccharomyces pombe] 

391824 

27919_2.R1084 
LIB347 9-004-Q6-K1-H2 

391825 

27920_1.R1084 
LIB347 9-004-Q6-K1-H3 

391826 

27921_1.R1084 

LIB347 9-004-Q6-K2-H4 

BLASTX 

g4337040 

292 

3.0e-26 

143 

42 

(AF124159) molybdopterin synthase sulphurylase [Arabidopsis 
thaliana] >gi__4337 042_gb_AAD18051_ (AF124160) molybdopterin 
synthase sulphurylase [Arabidopsis thaliana] 

391827 

27924 1.R1084 



49866 



apis 



u 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3479-004-Q6-K2-H7 

BLASTX 

g2827715 

438 

2.0e-43 
122 
12 

(AL021684) 



receptor protein kinase - like protein 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
391828 

27944_1.R1084 

LIB3479-004-Q6-K2-B5 

BLASTX 

g2443880 

225 

4 .Oe-18 

104 
46 

(AC002294) Hypothetical protein [Arabidopsis thaliana] 
391829 

27991_1.R1084 

g2800805 

BLASTN 

g4760544 

59 

3.0e-24 

67 
97 

Homo sapiens IDN4-GGTR14 mRNA, partial cds 
391830 

27991_2.R1084 

g2427988 

BLASTX 

g2055230 

226 

2. Oe-18 
119 

50 

(AB000130) SRC2 [Glycine max] 
391831 

28014_1.R1084 
LIB3479-005-Q6-K1-A10 

391832 

28016JL.R1084 

LIB3479-005-Q6-K1-A2 

BLASTX 

g3426037 

463 

2.0e-46 

110 
41 

(AC005168) putative ABC transporter protein [Arabidopsis 



49867 



thaliana] 





Seq. No. 


391833 




Contig ID 


28017JL.R1084 




5 '-most EST 


gzouu /y y 




Method 


BLASTX 




NCBI GI 


g5123547 




BLAST score 


482 




E value 


6 . Oe-48 




Match length 


208 




% identity 


48 




NCBI Description 


(AL079344) putative protein [Arabidopsis thaliana] 




Seq. No. 


391834 




Contig ID 


28031 1.R1084 




5 T -most EST 


LIB3479-005-Q6-K1-B8 




Seq. No. 


391835 




Contig ID 


28039JL.R1084 




5 1 -most EST 


gz4/o4 /u 


l,f'-, 


Method 


BLASTX 


?3 


NCBI GI 


g4584548 


rf\ 


BLAST score 


377 


;~ 


E value 


2.0e-37 




Match length 


98 




% identity 


78 


IT: 


NCBI Description 


(AL04 9608) putative protein [Arabidopsis thaliana] 




Seq. No. 


391836 




Contig ID 


28040_1.R1084 


»,,_ 


5' -most EST 


uC-osrocypullguzDl 




Method 


BLASTX 


M~ 


NCBI GI 


g4567204 


U 


BLAST score 


155 




E value 


1 . Oe-09 


7: 


Match length 


82 




% identity 


44 




NCBI Description 


(AC007168) unknown protein [Arabidopsis thaliana] 




Seq. No. 


391837 




Contig ID 


28050_1.R1084 




5' -most EST 


uC-osf Icypl37el0al 




Seq. No. 


391838 




Contig ID 


28059_1.R1084 




5 1 -most EST 


uC-osf lcypl59f 04bl 




Method 


BLASTX 




NCBI GI 


g2632252 




BLAST score 


328 




E value 


2.0e-30 




Match length 


66 




% identity 


97 




NCBI Description 


(Y12464) serine/threonine kinase [Sorghum bicolor. 




Seq. No. 


391839 




Contig ID 


28064 1.R1084 




5 T -most EST 


LIB3479-005-Q6-K1-F4 



49868 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391840 

28066_1.R1084 

LIB3479-005-Q6-K1-F6 

BLASTX 

g3080420 

899 

6.0e-97 

336 
58 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



391841 

28067_1.R1084 

g2312464 

BLASTX 

g629881 

136 

5.0e-10 

125 
34 

myosin-related protein - slime mold (Physarum polycephalum) 
>gi_511053_emb_CAA79924__ (Z21878) myosin-related protein 
[Physarum polycephalum] 

391842 

28075_1.R1084 
LIB347 9-005-Q6-K1-G4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391843 

28079_1.R1084 

uC-osroM202004f07bl 

BLASTX 

g2264382 

209 

9.0e-21 

133 

44 

(AC002354) putative tetracycline transporter-like protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



391844 

28089JL.R1084 
LIB3479-006-Q6-K1-A10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391845 

28094JL.R1084 

g569998 

BLASTX 

g3075394 

1592 

0.0e+00 

490 

70 

(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 



49869 



protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391846 

28094_2.R1084 

g3061093 

BLASTX 

g3075394 

370 

5.0e-35 

119 

60 

(AC004484) putative beta-ketoacyl-CoA synthase [Arabidops 
thaliana] >gi_3559809__emb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391847 

28112JL.R1084 

LIB347 9-006-Q6-K1-C7 

BLASTX 

g4220474 

402 

7.0e-39 

193 

49 

(AC006069) putative myosin heavy chain [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391848 

28113JL.R1084 

g4969141 

BLASTX 

g2827141 

1602 

1.0e-179 

356 

81 

(AF027173) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_4914447_emb_CAB43650 . 1_ 
(AL050351) cellulose synthase catalytic subunit (Ath-A) 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 1 -most EST 



391849 

28121JL.R1084 
LIB3479-006-Q6-K1-D5 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391850 

28126JL.R1084 

uC-osrocyp036h05al 

BLASTN 

gl805615 

44 

2.0e-15 

100 
47 

Rice OSH45 gene for OSH42, OSH44 and OSH45 transcripts, 
exon 2, 3, 4, 5, 6 and 7, complete cds 



49870 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391851 

28152_1.R1084 
uC-osflcyp011g01b2 

391852 

28160_1.R1084 

gl632044 

BLASTX 

g3122234 

330 

2.0e-30 

135 

52 

EUKARYOTIC TRANSLATION INITIATION FACTOR 2 BETA SUBUNIT 
(EIF-2-BETA) (P38) >gi_2306768 (U87163) eIF-2 beta subunit 
[Triticum aestivum] 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBF GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391853 

28163_1.R1084 
g4879050 

391854 

28168JL.R1084 

g702413 

BLASTX 

g2398679 

476 

9.0e-48 

148 
73 

(Y14797) 
synthase 



3-deoxy-D-arabino-heptulosonate 7 -phosphate 
[Morinda citrifolia] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391855 

28172_1.R1084 

uC-osflM202052h!2bl 

BLASTX 

g2275202 

814 

1.0e-122 

403 
56 

(AC002337] 
thaliana] 



acyl-CoA synthetase isolog [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



391856 

28172_2.R1084 
uC-osflM202073allal 



Seq. No. 
Contig ID 
5' -most EST 



391857 

28179_1.R1084 

LIB347 9-007-Q6-K1-D10 



Seq. No. 

Contig ID 
5* -most EST 
Method 



391858 

28183_1.R1084 

LIB3479-007-Q6-K1-D3 

BLASTX 



49871 



• 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3297816 
283 

6.0e-25 

150 

35 

(AL031032) 



putative protein [Arabidopsis thaliana] 



391859 

28186JL.R1084 

gl631673 

BLASTX 

g3063444 

207 

2.0e-30 

139 

55 

(AC003981) F22013.5 [Arabidopsis thaliana] 
>gi_4973256_gb_AAD35005.1_AFl44387_l (AF144387) 
thioredoxin-like 1 [Arabidopsis thaliana] 

391860 

28188JL.R1084 

uC-osflcypl26h!0bl 

BLASTX 

g4895198 

1036 

1.0e-113 

289 
69 

(AC007661) unknown protein [Arabidopsis thaliana] 



391861 

28202_1.R1084 

LIB347 9-007-Q6-K1-G12 

BLASTX 

g3924612 

458 

2.0e-45 
100 
90 

(AF069442 
thaliana] 



mitochondrial elongation factor Tu 
>gi_4263511_gb_AAD15337_ (AC004044) 



[Arabidopsis 
mitochondrial 



elongation factor Tu [Arabidopsis thaliana] 



391862 

28205_1.R1084 

LIB3479-007-Q6-K1-H1 

BLASTX 

g4850405 

566 

1.0e-57 

512 
15 

(AC007357) 
protein 1 
thaliana] 



Similar to gb_D64087 nuclear matrix constituent 
(NMCP1) from Daucus carota. [Arabidopsis 



49872 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391863 

28207_1.R1084 

uC-osroM202038a01bl 

BLASTX 

gl502430 

507 

2.0e-51 

125 
77 

(U62331) phosphate transporter [Arabidopsis thaliana] 
>gi 2564661 (AF022872) phosphate transporter [Arabidopsis 
thaliana] >gi_38 69206_dbj_BAA34398_ (AB016166) Phosphate 
Transporter 4 [Arabidopsis thaliana] >gi_3928081 (AC005770) 
phosphate transporter, AtPT2 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



391864 

28213JL.R1084 
uC-osroM202030e01bl 



Seq. No. 
Contig ID 
5 1 -most EST 



391865 

28216_1.R1084 
gll01887 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391866 

28229_1.R1084 
g427874 

391867 

28233JL.R1084 

LIB3479-008-Q6-K1-C6 

BLASTX 

g5915838 

184 

2.0e-13 

112 
30 

CYTOCHROME P450 71D9 (P450 CP3) >gi_3334 661_emb_CAA71514_ 
(Y10490) putative cytochrome P450 [Glycine max] 



Seq. No. 

Contig ID 
5 '-most EST 



391868 

28239JL.R1084 
LIB3479-008-Q6-K1-D4 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391869 

28254_1.R1084 

uC-osflm202101f02bl 

BLASTX 

g3874228 

242 

4.0e-20 

183 

21 

(Z4 9909) cDNA EST CEMSF21F comes from this gene; cDNA EST 
EMBL:D7 354 6 comes from this gene; cDNA EST EMBL:D73 669 
comes from this gene; cDNA EST EMBL:D70979 comes from this 
gene; cDNA EST EMBL:D71075 comes from this gene; cDNA 



49873 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391870 

28260_1.R1084 

g4715819 

BLASTX 

g4417267 

231 

8.0e-19 

187 
32 

(AC007019) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391871 

28269JL.R1084 

LIB347 9-008-Q6-K1-H11 

BLASTX 

g585147 

215 

7.0e-17 

229 
32 

FLUG PROTEIN >gi_1078630_pir A53186 fluG protein - 

Emericella nidulans >gi_450258 (L27817) FluG [Emericella 
nidulans] 



Seq. No. 
Contig ID 
5 f -most EST 



391872 

28286_1.R1084 
LIB3479-009-Q6-K1-B12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391873 

28289_1.R1084 

uC-osroM202019cllal 

BLASTX 

g2129578 

166 

2.0e-ll 

43 

72 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928 932_emb_CAA8 9205__ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391874 

28289__2.R1084 

LIB3479-009-Q6-K1-B4 

BLASTN 

g4959460 

37 

2.0e-ll 

42 
36 

Zea mays RACB small GTP binding protein mRNA, complete cds 



Seq. No. 

Contig ID 
5' -most EST 



391875 

28294JL.R1084 
g6012859 



49874 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq, No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3135265 

227 

2.0e-18 

48 
83 

(AC003058) 



unknown protein [Arabidopsis thaliana] 



391876 

28295_1.R1084 

LIB347 9-009-Q6-K1-C12 



391877 

28296JL.R1084 

g3767505 

BLASTX 

g266944 

685 

5.0e-72 

130 
96 

60S RIBOSOMAL 
>gi_7107 8_pir 



Seq. No. 

Contig ID 
5' -most EST 



PROTEIN L2 (L8) (RIBOSOMAL PROTEIN TL2 ) 

_ _ R5TOL8 ribosomal protein L8, cytosolic - 

tomato >gi_19343__emb_CAA45863_ (X64562) ribosomal protein 
L2 [Lycopersicon esculentum] 

391878 

28299_1.R1084 
LIB347 9-012-Q6-K1-D1 

391879 

28300_1.R1084 

uC-osroM202023c01bl 

BLASTX 

g3169719 

545 

1.0e-55 

175 

70 

(AF007109) similar to yeast dcpl [Arabidopsis thaliana] 
391880 

28313_1.R1084 

uC-osflcyp079b02al 

BLASTX 

g442693 

569 

1.0e-58 

120 

83 

Barwin, Basic Barley Seed Protein (Nmr, 20 Structures) 
>gi_442694_pdb_lBW4_ Barwin, Basic Barley Seed Protein 
(Nmr, 20 Structures) 

391881 

28317_1.R1084 
uC-osflm202101a05bl 



49875 



Seq. No. 


OQ1 Q Q O 


Contig ID 


28325 1.R1084 


5 '-most EST 


uC-osflcyp04 9d01bl 


Seq. No. 




Contig ID 


28329 1.R1084 


5 '-most EST 


LIB3479-009-Q6-K1-G5 


Seq. No. 


391884 


Contig ID 


28330 1.R1084 


5 T -most EST 


uC-osflcyp013b01bl 


Seq. No. 


391885 


Contig ID 


28331 1.R1084 


5 '-most EST 


LIB3479-009-Q6-K1-G7 


Method 


BLASTX 


NCBI GI 


g544400 


BLAST score 


513 


E value 


4.0e-52 


Match length 


126 


% identity 


76 


NCBI Description 


GLUTELIN TYPE-B 2 PR 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fRSOR >gi_100676_pir S17763 glutelin 

gluB-2 precursor - rice >gi_20212_emb_CAA38110_ (X54192) 
glutelin [Oryza sativa] 

391886 

28337_1.R1084 

g5455632 

BLASTX 

g5734636 

313 

2.0e-28 

121 

52 

(AP000391) Similar to putative lipase (AC006232) [Oryza 
sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



391887 

28340_1.R1084 

g2431506 
BLASTX 
g4836883 
358 

9.0e-34 

173 

38 

(AC007260) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

391888 

28347_1.R1084 

g3762172 



Seq. No. 

Contig ID 
5 '-most EST 



391889 

28349_1.R1084 
LIB3479-011-Q6-K1-A8 



49876 



Method BLASTX 

NCBI GI g5579408 

BLAST score 480 

E value 3.0e-48 

Match length 156 

% identity 60 

NCBI Description (AF164434) putative diacylglycerol acyltransf erase 
[Brassica napus] 



Seq. No. 

Contig ID 
5 '-most EST 



391890 

28355JL.R1084 
LIB347 9-010-Q6-K1-B3 



Seq. No. 
Contig ID 
5 '-most EST 



391891 

28361_1.R1084 
uC-osroM202035cllbl 



Seq. No. 

Contig ID 
5 1 -most EST 



391892 

28364JL.R1084 

g2309976 



Seq. No. 
Contig ID 
5 '-most EST 



391893 

28379_JL.R1084 
uC-osrocyp003f02al 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391894 

28381JL.R1084 

uC-osflcyp064hl0bl 

BLASTX 

g4138581 

187 

8.0e-14 

94 

46 

(X98474) mitochondrial energy transfer protein [Solanum 
tuberosum] 



Seq. No. 


391895 


Contig ID 


28382 1.R1084 


5 '-most EST 


g2312318 


Method 


BLASTX 


NCBI GI 


g4512703 


BLAST score 


205 


E value 


5.0e-22 


Match length 


138 


% identity 


44 


NCBI Description 


(AC006569) unknown protein [Arabidopsis thaliana] 


Seq. No. 


391896 


Contig ID 


28387 1.R1084 


5 '-most EST 


uC-osroM202037f08al 


Method 


BLASTX 


NCBI GI 


g5123545 


BLAST score 


356 


E value 


2.0e-33 


Match length 


101 


% identity 


70 



49877 



NCBI Description (AL079344) arginine methyltransf erase (paml) [Arabidopsis 
thaliana] 



Seq. No. 


391897 


Contig ID 


28396 1.R1084 


5 '-most EST 


gl632326 


Method 


BLASTX 


NCBI GI 


gll09614 


BLAST score 




E value 


3.0e-ll 


Match length 


48 


% identity 


58 


NCBI Description 


(D45078) MP28 [Cucurbita sp.] 


Seq. No. 


391898 


Contig ID 


28398 1.R1084 


5' -most EST 


uC-osflcyp023bl2bl 


Seq. No. 


391899 


Contig ID 


28408 1.R1084 


5 T -most EST 


LIB347 9-011-Q6-K1-A9 


Method 


BLASTX 


NCBI GI 


g4689034 


BLAST score 


167 


E value 


2.0e-ll 


Match length 


69 


% identity 


49 


NCBI Description 


(AJ133751) chloroplast riboso 




[Spinacia oleracea] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391900 

28418_1.R1084 

LIB3479-011-Q6-K1-C3 

BLASTX 

g5731763 

217 

2.0e-17 

56 

77 

(X92419) SNAP25A protein [Arabidopsis thaliana] 
>gi_57317 64_emb__CAB52583.1_ (X92420) SNAP 2 5AB protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



391901 

28422JL.R1084 
g4880540 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391902 

28424_2.R1084 

LIB34 7 9-011-Q6-K1-C9 

BLASTX 

gl!73218 

499 

4.0e-50 

102 

94 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) 



ribosomal 



49878 



protein S15 [Arabidopsis thaliana] >gi__2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391903 

28429_1.R1084 
LIB347 9-011-Q6-K1-D4 

391904 

28435_1.R1084 

uC-osflcypll2b04bl 

BLASTX 

g5911782 

357 

1.0e-40 

167 
56 

(AJ133786) gigantea protein [Arabidopsis thaliana] 
>gi_6002680__gb_AAF00092.1_AF105064_l (AF105064) GIGANTEA 
[Arabidopsis thaliana] 

391905 

28437_1.R1084 

LIB347 9-011-Q6-K1-E12 

BLASTX 

g267152 

204 

2.0e-15 

116 
50 

PROBABLE ATP-DEPENDENT TRANSPORTER YCF16 
>gi_11938_emb_CAA43151__ (X60752) ORF 756 [Odontella 
sinensis] >gi JL1945_emb_CAA43158_ (X60752) ORF 252 
[Odontella sinensis] >gi_1185205_emb_CAA91688_ (Z67753) 
ORF251 [Odontella sinensis] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



391906 

28447_1.R1084 
g3759804 

391907 

28456_1.R1084 

uC-osflcyp086dllbl 

BLASTX 

g4926867 

684 

9.0e-72 

210 
63 

(AC007509) serine acetyltransf erase (GB : AF112303 ) 
[Arabidopsis thaliana] 

391908 

28467_1.R1084 
uC-osflcyp043d01bl 



Seq. No. 
Contig ID 



391909 

28468 1.R1084 



49879 



# 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



g2798420 
BLASTX 
gl21477 
265 

6.0e-28 

106 

60 

GLUTELIN PRECURSOR >gi_82471_j>ir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566„ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_2267 67_prf 1604474A glutelin [Oryza sativa] 

391910 

28471JL.R1084 
g568916 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391911 

28480_1.R1084 

uC-osflcypl58f09al 

BLASTX 

g3915037 

894 

2.0e-96 

190 

85 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYLTRANSFERASE 2) 
>gi_2570067_emb_CAA04512_ (AJ001071) second sucrose 
synthase [Pisum sativum] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391912 

28482_1.R1084 

g2431132 
BLASTX 
g4725941 
463 

4.0e-46 

115 
70 

(AL049730) putative pollen-specific protein [Arabidopsrs 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



391913 

28485_1.R1084 

uC-osflM2020117gllal 

BLASTX 

g6041837 

259 

4.0e-22 

125 
42 

(AC009853) hypothetical protein [Arabidopsis thaliana] 
391914 

28495_1.R1084 
uC-osrocyp007f 09al 



Seq. No. 



391915 



49880 



Contig ID 
5' -most EST 

Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28508JL.R1084 
g3759858 

391916 

28521JL.R1084 

uC-osflM202043g09bl 

BLASTX 

g5123943 

283 

2.0e-37 

116 

67 

(AL07934 9) serine/threonine-specif ic protein kinase MHK 
[Arabidopsis thaliana] 
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NCBI Description 


(ALUU/uiyj putative sniKiinate 


kinase [Arabidopsis thaliana] 




Seq. No. 


3yiy 10 




fn 


Contig ID 


Zoo 2.3 1 . RlUo 4 
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Contig ID 


28540 2.R1084 






5' -most EST 


uC-osflcyp028f02bl 






Method 


BLASTX 




fi 


NCBI GI 


g2462762 






BLAST score 


260 






E value 


2.0e-22 






Match length 


84 






% identity 


62 






NCBI Description 


(AC002292) Highly similar to 


auxin- induced protein 






(aldo/keto reductase family) 


[Arabidopsis thaliana] 




Seq. No. 


391920 






Contig ID 


28542 1.R1084 






5' -most EST 


g4715424 






Method 


BLASTX 






NCBI GI 


g422391 






BLAST score 


397 






E value 


4.0e-78 






Match length 


338 






% identity 


47 






NCBI Description 


glycine — tRNA ligase (EC 6.1. 


1.14) - silkworm 



Seq. No. 391921 

Contig ID 28545JL . R1084 

5 1 -most EST LIB3479-012-Q6-K1-H8 

Method BLASTX 



49881 



NCBI GI 


g2160694 


BLAST score 


649 


F 1 n o 
Hi v ai u.c 






X G 


% identity 


70 


NCBI Description 


(U73528) B f regulatory subunit of PP2A [Arabidopsis 




fhal i anal 


Sea. No . 


391922 


Print- in IT) 


?85S3 1 R1084 


S'-mnqt F.ST 


LIB3599-001-P1-N6-B2 


O C ^ * 1NU . 


391923 


Print" i n TD 


I R1084 


S'-mnqt F.ST 

O i.LL^ O L- i_iO -L 


nf-nqf 1 rvnOl ?cr0?b1 


Mpthoei 

■Lit? 


BLASTX 


NCBI GI 


g!26896 


BLAST score 


654 


F, va 1 lip 


6 Oe-95 


Match length 


231 


% identity 


79 


TCTPRT HaQpri ~r~\1~ i' riri 


MALATF DFHYnROf-IFNASF MTTOPHONDRT AT, PRFCTTRSOR 




~srH ^1 QQ^l r^i t nTTPriMTAT mal af o HohuHrriPron^ (FP 111 "37 
^y_L Jl"0 jI pxx iJljJtr UlYlvV iTLcixauC vJLciiyU.x Uy clldbc ^Jliv^ X • x • X ■ O / 




precursor, mitochondrial - watermelon 




>gi_18297_emb_CAA35239_ (X17362) precursor protein (AA -; 
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9RS.6S 1 


C. T ryi /-\ o +- TT 1 Q T 

0 IUOST. ILOl 


LICjjjj UU1 rl J\0 


Method 


BLASTX 


NCBI GI 


g3426043 


D i_UT.O i. O O^X C 


473 


R Vrl 1 1 ] P 


4 . Oe-47 


Match length 


113 


% identity 


68 
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nr-nqfl nvn1 SI h04h1 


Method 


BLASTN 


NCBI GI 


g6016845 


BLAST score 


329 


E value 


0.0e+00 


Match length 


649 


% identity 


97 


NCBI Description 


Oryza sativa genomic DNA, chromosome 1, clone : P0711E10 



49882 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391928 

28571_2.R1084 

LIB3599-001-P1-N6-D3 

BLASTN 

g6016845 

333 

0.0e+00 

474 

99 

Oryza sativa genomic DNA, chromosome 1, clone : P0711E10 



Seq. No. 
Contig ID 
5 '-most EST 



391929 

28579JL.R1084 
LIB3599-001-P1-N6-E11 



Seq, No. 
Contig ID 
5 '-most EST 



391930 

28580JL.R1084 
g3762420 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391931 
28614JL 
LIB3599 
BLASTX 
g4263781 
260 

3.0e-22 

84 

56 

(AC006068 
thaliana] 



R1084 

001-P1-K6-A2 



putative membrane transport protein [Arabidops 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391932 

28617JL.R1084 

LIB3599-001-P1-K6-A6 

BLASTX 

g5733660 

287 

2.0e-25 

162 

49 

(AF165939) vacuolar V-H+ATPase subunit E [Citrus limon] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391933 

28627JL.R1084 

LIB3599-001-P1-K6-B5 

BLASTX 

g5777592 

300 

6.0e-27 

137 

36 

(X62091) low molecular weight globulin [Orysa sativa] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



391934 

28680_1.R1084 

g2799163 

BLASTN 



49883 



0 



NCBI GI 


g413823 


BLAST score 


42 


111 V UXUv 


5 . Oe-14 


Match length 


42 


% identity 


100 


NCRI Descriofion 

IN J_J -i- 1— ' V-* k_J w J, -1- \^ -1— wil 


Clonincr vector cYEDra3. comolete seouence 


Seq. No. 


391935 


Contig ID 


28694 1.R1084 


S'-raost EST 


al037051 


C VJ • IS / * 


391936 


Pont i rr TD 


28702 1 R1084 


5 ' -most EST 


LIB3599-002-P1-N6-C7 


kj v3 « LN w . 


391937 


Contig ID 


28729 1.R1084 


S ' -most EST 


LIB3599-002-P1-N6-G5 


Method 


BLASTX 


NCBI GI 


g2388580 


BLAST score 


184 


E value 


2. 0e-13 


Vjaf-ph lencrth 


60 


% identity 


50 




^ Jri. 1 ^/ U vU U ?U / O _!_iu — L JLCL.L OC^UCliLC J- W X. -L U1H J^d l_ Oil 1_ 




fab 1253956) TArabidoosis thalianal 


D fc; q • IN U • 


"5Q1 Q-3Q 




28743 1 R1084 


5 1 -most EST 


uC-osT Icyp002b02bl 


Method 


BLASTX 


NCBI GI 


g732080 


BLAST score 


166 


E value 


4.0e-ll 


Match length 


187 


% identity 


27 



NCBI Description 



HYPOTHETICAL 32.0 KD PROTEIN IN MRR-TSR INTERGENIC REGION 

(F284) >gi_1361266_pir S5651S yjiA protein - Escherichia 

coli >gi_537194 (U14003) yjiA gene product [Escherichia 
coli] >gi_1790812 (AE000506) orf, hypothetical protein 
[Escherichia coli] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391939 

28754_1.R1084 

uC-osflcyp002cQ8bl 

BLASTX 

g3935169 

172 

5.0e-12 

65 

55 

(AC004557) F17L21.12 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



391940 

28763_1.R1084 
g5667546 



49884 



Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391941 

28769JL.R1084 
uC-osflcyp002e08bl 

391942 

28773_1.R1084 

uC-osflcypl58f02bl 

BLASTX 

g4006978 

201 

3.0e-15 

87 
44 

(AJ131335) pollen allergen 
391943 

28773^2. R1084 
uC-osflcypl74b01al 



(group II) [Cynodon dactylon] 



391944 

28773_4.R1084 
uC-osflcyp011a04bl 

391945 

28773_5.R1084 

uC-osflcyp002f04bl 

BLASTX 

g4006978 

174 

4.0e-12 

90 

38 

(AJ131335) pollen allergen (group II) [Cynodon dactylon] 
391946 

28774JL.R1084 

uC-osroM202037d02bl 

BLASTX 

g5020215 

409 

1.0e-39 

194 
47 

(AF149917) acyl CoA reductase [Simmondsia chinensis] 
>gi_5020217__gb_AAD38040,l_AF149918_l (AF149918) acyl CoA 
reductase [synthetic construct] 

391947 

28774_2.R1084 

uC-osrocyp033f02bl 

BLASTX 

g5020215 

169 

1.0e-23 

124 

53 

(AF149917) acyl CoA reductase [Simmondsia chinensis] 



49885 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_5020217_gb_AAD38040.1_AF149918_l (AF149918) acyl CoA 
reductase [synthetic construct] 

391948 

28779__1.R1084 
uC-osflcyp002g07bl 

391949 

28788__1.R1084 

uC-osflm202106b08bl 

BLASTX 

g4836875 

545 

1.0e-115 

327 
78 

(AC007260) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

391950 

28801JL.R1084 
uC-osflcyp031ellbl 

391951 

28804_1.R1084 

uC-osflcyp005bl2bl 

BLASTX 

g3212865 

849 

3.0e-91 

257 
66 

(AC004005) unknown protein [Arabidopsis thaliana] 
391952 

28813_1.R1084 

uC-osflcyp005d05bl 

BLASTX 

gl419368 

443 

6.0e-44 

107 
78 

(X97725) actin depolymerizing factor [Zea mays] 
391953 

28819_1.R1084 

uC-osflcyp005e01bl 

BLASTX 

g4314388 

354 

3.0e-33 
115 

61 

(AC006232) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



391954 



49886 




LOiiUly XD 


^OOZU J. . IMUOI 


D — ITlOSt. bo 1 


os r xcypuu oeu odj. 


Method 


BLAST X 


NCBI GI 


g3033386 


rS-L/ioi score 




E value 


z . ue-34 


Match length 


204 


% identity 


56 




fAm04?^?n RTWft^-likp nrnrp-in r Ar^hi dnnq i q thslianal 


O S q . NO. 






OOOO-l 1 Dl C\QA 






oeq. INO. 










Li WOJ n^, y \J V ~J W t -L 


Method 


BLASTX 


NCBI GI 


g3695392 


"DT T\ C! T opAro 
DJjriO 1 o UUI C 




TT val no 




ixiai-cn xenyuii 


X *± / 


% identity 




NCBI Description 


(/ir u y fc) J / J- ) no usiinition xme rounct L/iraoioopsis cnaxiana 


Seq. No. 


■3Q1 OCT 


uontig id 


OQQOC 1 Dl HQ/I 

ZOO/0 1.K1U04 


C, ( _rn no-f- T7 1 Q T 

D IUOS L UtO 1 


Oo ixcypuo o a.uojox 


Method 


BLASTX 


NCBI GI 


g2864624 


bLiio l score 


/ 0 


Hj value 




Match length 


185 


% identity 


17 


N^rsx uescnpLion 


/ 7\ T HO 1 Q 1 "! \ v-M i ■(- -3 4- n t'a+'qi n r I\ V\ t r\ /~\Y~\ o 4— V^i -—i "j -i 

\/iijU^XoX±; pULdUlve piOLeiU |_fiITa.JJlU.Opolb tIld.Xla.Ila. j 


oeq. vio . 


OiJl J JO 


uoncig id 


^.OOj / X . KX U CS 4 


3 IUO OL ill o 1 


^(6 JllU 


oeq. wo. 


oyx yoy 


ooncig jljj 


iOO J J 1 , INIUOt; 


C ? _m/^c?+- 17 Q T 
3 ILIOCJ L EjOI 


ul^ oo x xcypuvj oxiu fkj± 


Method 


.blj.Ro 1 A 


NCBI GI 


g6056372 


BLAST score 


416 


E value 


o ♦ ue *4 x 


Matcn xengtn 


XZo 






NCBI Description 


(AC009894) Very similar to receptor-like serine/threonine 




kinase [Arabidopsis thaliana] 


Seq. No. 


391960 


Contig ID 


28846 1.R1084 


5 T -most EST 


uC-osflcypl69g03bl 



Seq. No. 391961 



49887 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



28847_1.R1084 

g5003813 
BLASTX 
gl717957 
1070 

1.0e-117 

272 
75 

UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT 
PRECURSOR (RIESKE IRON-SULFUR PROTEIN) (RISP) 

>gi 100923_pir A41607 ubiquinol — cytochrome-c reductase 

(EC~1. 10.2.2) iron-sulfur protein precursor - maize 
>gi_168607 (M77224) Rieske Fe-S protein [Zea mays] 

391962 

28854JL.R1084 

uC-osflcyp006g08bl 

BLASTX 

gl871186 

947 

1.0e-102 
287 

(U90439) protein kinase isolog [Arabidopsis thaliana] 
391963 

28858JL.R1084 
uC-osflcyp006cl0bl 



Seq. No. 
Contig ID 
5 '-most EST 



391964 

28859_1.R1084 
uC-osflM202062fl2bl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391965 

28866_1.R1084 

uC-osflcyp011g05bl 

BLASTX 

g4886280 

296 

1.0e-26 

145 
39 

(AL050300) putative protein [Arabidopsis thaliana] 
391966 

28872_1.R1084 

uC-osflcyp006e09bl 

BLASTX 

g2894598 

487 

4.0e-49 

110 

76 

(AL021889) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 



391967 

28898 1.R1084 



49888 



5 T -most EST 



uC-osflcyp026f04bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391968 

28898_2.R1084 

uC-osflM202014g08bl 

BLASTN 

g5042437 

135 

1.0e-69 

195 
78 

Oryza sativa BAC T49B20 genomic sequence, complete sequence 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391969 

28901_1.R1084 

uC-osroM202031f03bl 

BLASTX 

g2832633 

752 

6.0e-80 

161 
84 

(AL021711) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391970 

28902_1.R1084 

uC-osflM202066a08bl 

BLASTX 

g2739374 

279 

2.0e-27 

157 

51 

(AC002505) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



391971 

28905_1.R1084 
uC-osflcyp007d06bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391972 

28911JL.R1084 

uC-osflcyp007f06bl 

BLASTX 

gl519253 

151 

7.0e-18 

75 
60 

(U65958) GF14-d protein [Oryza sativa] 



Seq. No. 

Contig ID 
5 ! -most EST 



391973 

28919JL.R1084 
uC-osflcyp013fl0bl 



Seq. No. 
Contig ID 
5 T -most EST 



391974 

28922_1.R1084 
uC-osflcyp007h05bl 



49889 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g629849 

624 

7.0e-78 

168 
8 6 

pectate lyase (EC 4.2.2.2) - maize >gi_405535 (L20140) 
homology with pectate lyase [Zea mays] 

391975 

28926_1.R1084 

uC-osflcyp008b04bl 

BLASTX 

g2570160 

172 

3.0e-20 

69 
70 

(D45181) chitinase [Chenopodium amaranticolor] 
391976 

28928JL.R1084 

uC-osflcyp045h09bl 

BLASTX 

g3860323 

156 

6.0e-10 

41 
80 

(AJ012688) hypothetical protein [Cicer arietinum] 
391977 

28929_1.R1084 

uC-osflcyp008dl2bl 

BLASTX 

g2499931 

352 

4.0e-33 

92 
73 

ADENINE PHOSPHORIBOSYLTRANSFERASE 2 (APRT) 

>gi_2129534_pir S71272 adenine phosphoribosyltransf erase 

(EC 2.4.2.7) - Arabidopsis thaliana 
>gi_1321681_emb_CAA65609__ (X96866) adenine 
phosphoribosyltransf erase [Arabidopsis thaliana] 
>gi_5902383_gb_AAD55485.1_AC009322_25 (AC009322) adenine 
phosphoribosyltransf erase [Arabidopsis thaliana] 

391978 

28932_1.R1084 

uC-osflcyp037d02bl 

BLASTX 

gl839188 - 

407 

2.0e-39 

121 

61 



49890 



# 



NCBI Description (U86081) root hair defective 3 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 ' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391979 

28935_1.R1084 
uC-osflcypl71g03bl 

391980 

28960_1.R1084 
uC-osflcyp009e06bl 

391981 

28965JL.R1084 
uC-osflcyp086d04bl 

391982 

28965_2.R1084 
uC-osflcypl06d03bl 

391983 

28966_1.R1084 
uC-osflcypl73c07bl 

391984 

28975_1.R1084 

uC-osflM202052h04bl 

BLASTX 

g2262165 

515 

4.0e-52 

151 

66 

(AC002329) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



391985 

28981_1.R1084 

uC-osflcyp009h06bl 

BLASTX 

g5668770 

612 

2.0e-63 

170 

69 

(AC005916) T17H3.9 



[Arabidopsis thaliana] 



391986 

28984_1.R1084 
uC-osflM202049h02bl 

391987 

28994_1.R1084 
uC-osflcypOlOelObl 

391988 

28997JL. R1084 

uC-osflM202092a08bl 

BLASTX 



49891 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl076486 
266 

4 . Oe-23 

63 

75 

ciml protein - soybean >gi_555616 
induced message [Glycine max] 



(U03860) cytokinin 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



391989 

29015JL.R1084 

uC-osrocyp006d08bl 

BLASTX 

g5080764 

334 

5.0e-31 

112 

56 

(AC007203) Hypothetical protein [Arabidopsis thaliana] 
391990 

29016_1.R1084 
uC-osflcyp023hllbl 

391991 

29025JL.R1084 
uC-osflcyp011d06bl 

391992 

29028_1.R1084 

uC-osflcyp030hl2bl 

BLASTX 

gl001708 

444 

5.0e-44 

160 

57 

(D64004) NifS [Synechocystis sp.] 
391993 

29032_1.R1084 

uC-osflcypOlleOlbl 

BLASTX 

g5902376 

297 

1.0e-26 

171 

42 

(AC009322) Hypothetical protein [Arabidopsis thaliana] 
391994 

29034_1.R1084 

uC-osflcyp011e03bl 

BLASTX 

g4759280 

567 

8.0e-62 

168 



49892 



% identity 

NCBI Description 



70 

U5 snRNP-specific protein, 116 kD >gi_434759_dbj_BAA04699_ 
(D21163) similar to human elongation factor 2 mRNA (HSEF2) . 
[Homo sapiens] 





Seq. No. 


391995 




Contig ID 


29040 1.R1084 




5 '-most EST 


uC-osflcypl73d07bl 




Method 


bLAolA 




NCBI GI 


g3785989 




BLAST score 


615 




E value 


5.0e-64 




Match length 


1 4 D 




% identity 


78 




NCBI Description 


(AC005560) unknown protein 




Seq. No. 


391996 




Contig ID 


29041 1.R1084 




5 '-most EST 


uC-osflM202062hl2bl 




Seq. No. 


391997 




Contig ID 


29045 1.R1084 


IS 


5' -most EST 


g2310673 




Seq. No. 


391998 




Contig ID 


29047 1.R1084 


jsss:. 


5 '-most EST 


g571588 




Method 


BLAST X 


Si 


NCBI GI 


g2764574 


ii -,: 
JSC? 


BLAST score 


258 




E value 


3.0e-22 




Match length 


139 




% identity 


41 




NCBI Description 


(AJ001009) pore protein of 


n 


Seq. No. 


391999 




Contig ID 


29049 1.R1084 




5 ' -most EST 


g2427626 




Seq. No. 


392000 




Contig ID 


29055 1.R1084 




5 '-most EST 


g701727 




Method 


BLASTX 




NCBI GI 


g4512671 




BLAST score 


106 




E value 


9.0e-ll 




Match length 


96 




% identity 


44 




NCBI Description 


(AC006931) unknown protein 



/ 



kD (OEP24) [Pisum sativum] 



factor 1 [Arabidopsis thaliana] 

>gi_4929130_gb_AAD33869.1_AF141376_l (AF141376) protodermal 
factor 1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



392001 

29057_1.R1084 
g700112 



49893 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



BLASTX 

gl778093 

368 

9.0e-39 

113 
76 

(U64902) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 

392002 

29058_1.R1084 

g2800956 
BLASTX 
g4309728 
324 

5.0e-30 

74 

82 

(AC006439) putative ADP-ribosylation factor [Arabidopsis 
thaliana] 

392003 

29059_1.R1084 

uC-osroM202028cllbl 

BLASTX 

g2492636 

644 

2.0e-67 

156 

81 

ACONITASE (ACONITATE HYDRATASE) (CITRATE HYDRO-LYASE) 

>gi_1084317_pir S49849 aconitate hydratase (EC 4.2.1.3) - 

muskmelon (fragment) >gi_599723_emb_CAA58047_ (X82840) 
aconitase [Cucumis melo] 

392004 

29061_1.R1084 
uC-osflcyp011h07bl 

392005 

29075JL.R1084 

uC-osflcyp012b06bl 

BLASTX 

g5032015 

180 

7.0e-13 

202 
13 

Rab9 effector p40 >gi_2217970_emb_CAB09808_ (Z97074) p40 
[Homo sapiens] 

392006 

29076_1.R1084 
uC-osflcyp012b08bl 



Seq. No. 



392007 



49894 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29079JL.R1084 

g2309854 

BLASTN 

g4160401 

39 

2.0e-12 

156 

86 

Zea mays eIF-5 gene, exons 1-2 
392008 

29079_2.R1084 

g2310915 

BLASTX 

g4160402 

223 

5.0e-18 

45 

96 

(AJ132240) eukaryotic translation initiation factor 5 [Zea 
mays] 

392009 

29080_1.R1084 
g2801045 

392010 

29082_1.R1084 
uC-osflcypl42b05bl 

392011 

29082_2.R1084 
uC-osflcyp012c08bl 

392012 

29092_2.R1084 

uC-osflM202054h03bl 

BLASTX 

g2145356 

306 

1.0e-27 

87 

67 

(Y11122) HD-Zip protein [Arabidopsis thaliana] >gi_3132474 
(AC003096) homeobox protein, ATHB-14 [Arabidopsis thaliana] 

392013 

29094_1.R1084 

uC-osflcyp012e07bl 

BLASTX 

g719291 

360 

4.0e-34 

183 

52 

(U19134) unknown [Arabidopsis thaliana] 

>gi_1095007jprf_2107236A SABRE gene [Arabidopsis thaliana] 



49895 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392014 

29099_1.R1084 

uC-osrocyp025e02al 

BLASTX 

g4567203 

250 

3.0e-21 

55 
87 

(AC007168) putative beta-hydroxyacyl-ACP dehydratase 
[Arabidopsis thaliana] 

392015 

29103_1.R1084 

uC-osflcyp012fllbl 

BLASTX 

g4586058 

177 

1.0e-12 

102 

39 

(AC007020) unknown protein [Arabidopsis thaliana] 
392016 

29104JL.R1084 
uC-osflcyp012g01bl 

392017 

29104^2. R1084 
uC-osflcyp086b05bl 

392018 

29109_1.R1084 

uC-osflcyp035b08bl 

BLASTX 

g3386614 

637 

3.0e-66 

169 

67 

(AC004665) putative transcription factor SF3 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



392019 

29109_2.R1084 

g5003536 

BLASTX 

g2213632 

326 

6.0e-30 

127 

50 

(AC000103) F21J9, 
392020 

29113 1.R1084 



24 [Arabidopsis thaliana] 



49896 



5 1 -most EST 



uC-osflcyp012gl2bl 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392021 

29115JL.R1084 
uC-osflcyp012h03bl 

392022 

29116_1.R1084 

uC-osflcyp012h05bl 

BLASTX 

g4512671 

255 

2.0e-21 

174 
39 

(AC006931) unknown protein [Arabidopsis thaliana] 
>gi_4929128_gb_AAD33868.1_AF141375_l (AF141375) protodermal 
factor 1 [Arabidopsis thaliana] 

>gi_4 929130_gb_AAD33869.1_AF141376_l (AF141376) protodermal 
factor 1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392023 

29119_1.R1084 

uC-osflm202102allbl 

BLASTX 

g5733874 

543 

4.0e-92 

473 
45 

(AC007932) F11A17.8 [Arabidopsis thaliana] 
392024 

2913QJL.R1084 

g2428212 

BLASTX 

g3297809 

246 

9.0e-21 

153 
41 

(AL031032) putative protein [Arabidopsis thaliana] 
392025 

29150JL.R1084 

uC-osflcyp024c07bl 

BLASTX 

g3033401 

634 

3.0e-66 

183 
66 

(AC004238) putative potassium transporter [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



392026 

29164 1.R1084 



49897 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 



g3763300 
BLASTN 
g2052354 
54 

4.0e-21 

106 

92 

Human uncoupling protein homolog 



(UCPH) mRNA, complete cds 



392027 

29164_2.R1084 

uC-osflM202052f01bl 

BLASTX 

gl708236 

667 

1.0e-105 

280 
66 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE (HMG-COA SYNTHASE) 
(3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_2129617_pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaliana 

>gi_1143390_emb_CAA58763_ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

>gi_1586548__prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 

392028 

29167_1.R1084 

uC-osroM202036h01bl 

BLASTX 

g3451072 

374 

2.0e-35 

91 

75 

(AL031326) putative protein [Arabidopsis thaliana] 
392029 

29167_2.R1084 

g2310999 

BLASTX 

g3451072 

511 

2.0e-58 
154 

70 

(AL031326) putative protein [Arabidopsis thaliana] 
392030 

29168_1.R1084 
uC-osrocyp037gl2bl 

392031 

29184JL.R1084 

uC-osflcyp014allbl 

BLASTX 



49898 



NCBI GI 


g5733877 


BLAST score 


483 


E value 


3.0e-48 


Match length 


164 


% identity 


57 


NCBI Description 


(AC007932) F11A17.13 [Arabidopsis thaliana] 


Seq. No. 


392032 


Contig ID 


29185 1.R1084 


5' -most EST 


uC-osflcyp014al2bl 


Seq. No. 


392033 


Contig ID 


29193 1.R1084 


5 '-most EST 


uC-osflcypl56f02bl 


Seq. No. 


392034 


Contig ID 


29199 1.R1084 


5' -most EST 


g2312884 


Method 


BLASTX 


NCBI GI 


g4567226 


BLAST score 


192 


E value 


2.0e-14 


Match length 


66 


% identity 


62 


NCBI Description 


(AC007119) unknown protein [Arabidopsis thaliana] 


Seq. No. 


392035 


Contig ID 


29199 2.R1084 


5' -most EST 


g2801185 


Method 


BLASTX 


NCBI GI 


g4567226 


BLAST score 


188 


E value 


9.0e-14 


Match length 


80 


% identity 


53 


NCBI Description 


(AC007119) unknown protein [Arabidopsis thaliana] 


Seq. No. 


392036 


Contig ID 


29201 1.R1084 


5' -most EST 


uC-osflcyp078c09al 


Method 


BLASTX 


NCBI GI 


g550452 


BLAST score 


259 


E value 


3.0e-22 


Match length 


72 


% identity 


69 


NCBI Description 


(U08469) 3-methylcrotonyl-CoA carboxylase, biotin- 




domain [Glycine max] 


Seq. No. 


392037 


Contig ID 


29203 1.R1084 


5' -most EST 


uC-osflcyp057c01bl 


Method 


BLASTX 


NCBI GI 


g4538939 


BLAST score 


694 


E value 


4.0e-80 


Match length 


162 



49899 



% identity 

NCBI Description 



87 

(AL049483) 
thaliana] 



Coi-0 casein kinase I-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



392038 

29211_1.R1084 

uC-osflcyp014e01bl 

BLASTX 

g2317901 

628 

1.0e-65 

158 
72 

(U89959) Similar to vesicle transport protein, PIR 
Accession Number A55931 [Arabidopsis thaliana] 

392039 

29217JL. R1084 
uC-osflcyp014el2bl 

392040 

29228JL.R1084 

g2427893 

BLASTX 

g3668069 

1001 

1.0e-134 

347 
71 

(U28007) Pto kinase interactor 1 [Lycopersicon esculentum] 
392041 

29229_1.R1084 

uC-osflcyp014gllbl 

BLASTX 

g2546988 

444 

5.0e-53 

146 
73 

(Y15113) 2-dehydro-3-deoxyphosphoheptonate aldolase 
[Morinda citrifolia] 

392042 

29233_1.R1084 
uC-osflcyp014h03bl 

392043 

29234_1.R1084 
g4968977 

392044 

29247_1.R1084 

uC-osflM202054a04bl 

BLASTX 

g5732069 

890 



49900 



E value 
Match length 
% identity 
NCBI Description 



9.0e-96 

388 
65 

(AF147263) contains similarity to Pfam family PF00036 
hand; score=11.7, E=0. 66, N=l [Arabidopsis thaliana] 



- EF 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392045 

29258JL.R1084 

uC-osflcyp017h04bl 

BLASTX 

g5668806 

723 

1.0e-76 

168 

80 

(AC007519) Strong similarity to F16N3.17 from Arabidopsis 
thalian BAC gb_AC007519. [Arabidopsis thaliana] 

392046 

29261_1.R1084 

uC-osflcyp023h07bl 

BLASTX 

g3386607 

211 

1.0e-16 

125 
42 

(AC004 665) hypothetical protein [Arabidopsis thaliana] 
392047 

29264JL.R1084 
uC-osflcyp034f04bl 

392048 

29266_1.R1084 

uC-osflcyp053hllbl 

BLASTX 

gl706082 

665 

2.0e-69 

308 
46 

SERINE CARBOX YPE PT I DAS E II-3 PRECURSOR (CP-MII.3) 

>gi_629787_pir S44191 serine-type carboxypeptidase (EC 

3.4.16.1) II-3 - barley >gi_619350_bbs_153536 
CP-MII.3=serine carboxypeptidase [Hordeum vulgare^barley, 
cv. Alexis, aleurone, Peptide, 516 aa] 

>gi_4 7 4392_emb_CAA55478.1_ (X78877) serine carboxylase II— 3 
[Hordeum vulgare] 



Seq. No. 
Contig ID 
5' -most EST 



392049 

29272J..R1084 
uC-osrocyp017h08bl 



Seq. No. 

Contig ID 
5 '-most EST 



392050 

29273_1.R1084 
uC-osflM202123f08bl 



49901 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4455287 

238 

2.0e-35 

125 

63 

(AL035527) putative protein [Arabidopsis thaliana] 
392051 

29278JL.R1084 

uC-osroM202032g08bl 

BLASTX 

g3758859 

201 

3.0e-15 
114 

32 

(Z98551) predicted using hexExon; MAL3P6.7 (PFC0730w), 
Hypothetical protein, len: 222 aa [Plasmodium falciparum] 

392052 

29282_1.R1084 

uC-osflcyp017e02bl 

BLASTX 

g2739376 

436 

5.0e-43 

122 

65 

(AC002505) putative permease [Arabidopsis thaliana] 
392053 

29285_1.R1084 

g5701690 

BLASTX 

g6094021 

433 

7.0e-71 

181 
81 

60S RIBOSOMAL PROTEIN L18 >gi_3021348__emb_CAA06246_ 
(AJ004961) ribosomal protein L18 [Cicer arietinum] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392054 

29287_1.R1084 

uC-osflcyp052c01bl 

BLASTX 

gl084427 

310 

3.0e-28 

65 
74 

gipl protein - garden petunia >gi_825524__emb_CAA60677_ 
(X87225) gipl [Petunia x hybrida] 



Seq. No. 

Contig ID 



392055 

29288 1.R1084 



49902 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g286279 
BLASTX 
g3096931 
304 

2.0e-27 

81 
67 

(AL023094) putative ribosomal protein S16 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



392056 

29288__2.R1084 
uC-osflcyp017ellbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392057 

29288_3.R1084 

g3763121 

BLASTX 

g3096931 

290 

9.0e-26 

81 
63 

(AL023094) putative ribosomal protein S16 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392058 

29299_1.R1084 

uC-osroM202028g01bl 

BLASTX 

g480450 

430 

2.0e-42 

95 

89 

ketol-acid reductoisomerase (EC 1.1.1.86) - Arabidopsis 
thaliana >gi__402552_emb_CAA49506_ (X69880) ketol-acid 
reductoisomerase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



392059 

29301JL.R1084 
uC-osflcyp017h01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392060 

29305JL.R1084 

uC-osflcyp017h05bl 

BLASTX 

g3149952 

1179 

1.0e-130 

291 

77 

(AB010259) DRH1 [Arabidopsis thaliana] 
>gi_6016713_gb_AAF01539.1_AC009325_9 (AC009325) RNA 
helicase, DRH1 [Arabidopsis thaliana] 



Seq. No. 



392061 



49903 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29309_1.R1084 

uC-osflcyp081el2bl 

BLASTX 

g3885343 

179 

7.0e-13 

77 
48 

(AC005623) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392062 

29310JL.R1084 

uC-osflcyp018g02bl 

BLASTN 

g5091597 

533 

0.0e+00 

549 

99 

Oryza sativa chromosome 1 BAC 10A19I, complete sequence 



Seq. No. 
Contig ID 
5' -most EST 



392063 

29314_1.R1084 
uC-osflcyp019a07bl 



Seq. No. 
Contig ID 
5 '-most EST 



392064 

29315_1.R1084 
uC-osflcyp019a09bl 



Seq. No. 
Contig ID 
5' -most EST 



392065 

29317_1.R1084 
uC-osflcypl44b05bl 



Seq. No. 
Contig ID 
5 '-most EST 



392066 

29320_1.R1084 
uC-osflcyplllf08bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392067 

29326_1.R1084 

uC-osflcyp019bl0bl 

BLASTX 

g4586255 

539 

6.0e-55 

147 

73 

(AL049640) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



392068 

29328_1.R1084 

uC-osflcyp043f01bl 

BLASTX 

g3820531 

713 

3.0e-75 

250 

54 



49904 



NCBI Description 



(AF072736) beta-glucosiciase [Pinus contorta] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392069 

29329JL.R1084 
uC-osflcypl56e08bl 

392070 

29330_1.R1084 

uC-osflm202101h09bl 

BLASTX 

gl26386 

183 

3.0e-13 

67 
48 

POLLEN ALLERGEN LOL P 2 -A (LOL P I I -A) 

>gi_82449_pir A34291 pollen allergen Lol p IIA 

ryegrass 



perennial 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392071 

29331_1.R1084 

uC-osflcyp019c06bl 

BLASTX 

g5921933 

613 

8.0e-64 

153 
72 

CYTOCHROME P450 85 (DWARF PROTEIN) >gi_1421741 (U54770) 
cytochrome P450 homolog [Lycopersicon esculentum] 

392072 

29338_1.R1084 

uC-osflM202095e02bl 

BLASTX 

g322854 

759 

1.0e-80 

157 

96 

pollen-specific protein - rice >gi_20310_emb_CAA78897_ 
(216402) pollen specific gene [Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



392073 

29344JL.R1084 
uC-osflcyp019e01bl 

392074 

29345_1.R1084 
uC-osflcyp051hllbl 

392075 

29347JL.R1084 
uC-osflcyp019e04bl 

392076 

29350 1.R1084 



49905 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g700960 
BLASTX 
g2244786 
252 

2.0e-21 

87 

37 

(Z97335) ribonucleoprotein like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



392077 

29355_1.R1084 

uC-osflm202101g04bl 

BLASTX 

g2117937 

850 

1.0e-147 

308 
86 

UTP — glucose-l-phosphate uridylyltransf erase {EC 2.7.7, 
barley >gi_1212996_emb__CAA6268 9_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 

392078 

29362_1.R1084 

uC-osflcyp055f09bl 

BLASTX 

g2880043 

332 

1.0e-30 

108 

60 

(AC002340) putative 3-hydroxyisobutyryl-coenzyme A 
hydrolase [Arabidopsis thaliana] 

392079 

29362_2.R1084 
g569712 

392080 

29364_1.R1084 

uC-osflcyp019gl0bl 

BLASTX 

g2760323 

344 

6.0e-32 

109 

25 

(AC002130) F1N21.8 [Arabidopsis thaliana] 
392081 

29365_1.R1084 

uC-osflcypllleOlbl 

BLASTX 

g3281853 

187 

9.0e-14 



49906 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122 
53 

(AL031004) putative protein [Arabidopsis thaliana] 
392082 

29369_1.R1084 
uC-osflcyp019h05bl 

392083 

29375_1.R1084 

g428092 

BLASTX 

g2239091 

285 

2.0e-25 

130 

49 

(Z84571) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 

392084 

29380_1.R1084 

uC-osflcypl74b02bl 

BLASTX 

g2498586 

642 

4.0e-67 

146 

79 

MAJOR POLLEN ALLERGEN ORY S 1 PRECURSOR (ORY S I) 
>gi_1173557 (U31771) Ory s 1 [Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



392085 

29396_1.R1084 

uC-osflm202113e09bl 

BLASTX 

gl054843 

408 

1.0e-39 

131 

58 

(X92847) D12 oleate desaturase [Solanum commersonii] 
392086 

29396^2. R1084 

uC-osflcyp024ellbl 

BLASTX 

gl054843 

213 

2.0e-33 

120 
60 

(X92847) D12 oleate desaturase [Solanum commersonii] 
392087 

29398JL.R1084 
uC-osflcyp021c01bl 



49907 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g417360 

231 

5.0e-19 

68 
66 

HIGH MOBILITY GROUP-LIKE NUCLEAR PROTEIN 2 

>gi__2131280_pir S67767 high mobility group-like protein 

NHP2 - yeast {Saccharomyces cerevisiae) 

>gi_666101_eirib_CAA40885_ (X57714) high mobility group-like 
nuclear protein 2 [Saccharomyces cerevisiae] 
>gi_1429348_emb_CAA674 83_ (X99000) high-mobility-group-like 
protein [Saccharomyces cerevisiae] 
>gi_143134 6_emb_CAA9878 6_ (Z74256) ORF YDL208w 
[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5' -most EST 



392088 

29401JUR1084 
uC-osflcypl01f07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392089 

29403JL.R1084 

uC-osflcypl39e02bl 

BLASTX 

g231509 

530 

4.0e-54 

119 

84 

ACTIN DEPOLYMERI ZING FACTOR (ADF) >gi_419809_pir S30935 

actin-depolymerizing factor - trumpet lily 

>gi_2274 8_emb_CAA7 84 83_ (Z14110) actin depolymerizing 

factor [Lilium longiflorum] 



Seq. No. 

Contig ID 
5' -most EST 



392090 

29411_1.R1084 
uC-osflcyp021d08bl 



Seq. No. 
Contig ID 
5 1 -most EST 



392091 

29419_1.R1084 
uC-osflcyp021e05bl 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392092 

29435_1.R1084 

g2310064 

BLASTX 

g4337195 

569 

1.0e-112 

360 

58 

(AC006403) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



392093 

29437_1.R1084 
uC-osflcyp!52hl2bl 



49908 



Seq. No. 
Contig ID 
5 1 -most EST 



392094 

29447_1.R1084 
uC-osflM202082a05bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392095 

29451JL.R1084 

g3760275 

BLASTX 

g4531444 

173 

6.0e-12 

40 
78 

(AC006224) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



392096 

29461_1.R1084 
uC-osflcyp048bllbl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392097 

29462_1-R1084 

uC-osflcyp031e07bl 

BLASTX 

g4490706 

258 

5.0e-22 

76 

62 

(AL035680) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 ' -most EST 



392098 

29463_1.R1084 
uC-osflcyp022c01bl 



Seq. No. 
Contig ID 
5' -most EST 



392099 

29463_2.R1084 
g571774 



Seq. No. 
Contig ID 
5 '-most EST 



392100 

29491JL.R1084 
uC-osflcyp022g09bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392101 

29496_1.R1084 
uC-osflcyp022hllbl 

392102 

29500_1.R1084 

uC-osroM202004c09a2 

BLASTX 

g5921189 

435 

8.0e-43 

205 

49 

CYTOCHROME P450 71C4 >gi_550542_emb_CAA57 425_ (X81831] 
cytochrome P450 [Zea mays] >gi_1850903_embj3AA72196_ 



49909 



(Y11368) cytochrome p450 [Zea mays] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392103 

29501_1.R1084 

g701564 

BLASTX 

g282994 

497 

4.0e-50 

103 

90 

Sipl protein - barley >gi_167100 (M77475) 
protein [Hordeum vulgare] 



seed imbibition 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392104 

29509JL.R1084 

uC-osflcyp029e07bl 

BLASTX 

g3702665 

155 

3.0e-10 

77 
42 

(AJ007349) pathogenisis-related protein 1.2 [Triticum 
aestivum] 



Seq. No. 


392105 


Contig ID 


29518 1.R1084 


5 T -most EST 


uC-osflm202101a09bl 


Method 


BLASTX 


NCBI GI 


g967125 


BLAST score 


299 


E value 


6.0e-27 


Match length 


71 


% identity 


77 


NCBI Description 


(U08140) calcium dependent protein 


Seq. No. 


392106 


Contig ID 


29536 1.R1084 


5' -most EST 


g4879559 


Method 


BLASTX 


NCBI GI 


g3513744 


BLAST score 


260 


E value 


3.0e-22 


Match length 


89 


% identity 


32 


NCBI Description 


(AF080118) contains similarity to 1 


(GB:Y08726) [Arabidopsis thaliana] 


Seq. No. 


392107 


Contig ID 


29537 1.R1084 


5* -most EST 


uC-osflcyp006h05bl 


Method 


BLASTX 


NCBI GI 


g4586031 


BLAST score 


274 


E value 


4.0e-24 


Match length 


64 
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% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



(AC007109) unknown protein [Arabidopsis thaliana] 
392108 

29542_1.R1084 

uC-osflcyp023h03bl 

BLASTX 

g3287683 

454 

1.0e-46 

147 

23 

(AC003979) Similar to apoptosis protein MA-3 gb_D50465 from 
Mus musculus. [Arabidopsis thaliana] 

392109 

29544_1.R1084 

g701708 

BLASTX 

g2239083 

266 

5.0e-23 

136 

47 

(Z84383) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_2239087_emb_CAB06429_ (Z84385) 
anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 

392110 

29546_1.R1084 

uC-osflcyp023h09bl 

BLASTX 

g3894383 

287 

3.0e-25 

263 
4 

(AF053993) disease resistance protein [Lycopersicon 
esculentum] 

392111 

29552_1.R1084 

g3061152 

BLASTX 

g547712 

488 

4 .0e-49 

98 
95 

EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 

>gi 542153_pir S38358 translation initiation factor eIF-4A 

- rice >gi_303844_dbj_BAA02152_ (D12627) eukaryotic 
initiation factor 4A [Oryza sativa] 

392112 

29565 1.R1084 
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5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflcyp024bl2bl 

BLASTX 

g3298443 

213 

5.0e-17 

109 
50 

(AB010880) chloroplast ribosomal protein L17 [Nicotiana 
tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392113 

29574JL.R1084 

g3762112 

BLASTX 

g3236248 

1063 

1.0e-116 

261 
78 

(AC004684) unknown protein [Arabidopsis thaliana] 
392114 

29575_2.R1084 
uC-osflcyp024cl2bl 

392115 

29582_1.R1084 

uC-osflcypl07h02bl 

BLASTX 

g2385410 

251 

3.0e-21 

150 

(AB001372) TFIID subunit taf72p [Schizosaccharomyces pombej 
>gi__3859081__emb_CAA21958_ (AL033406) tfiid subunit taf72p. 
[Schizosaccharomyces pombe] 



Seq. No. 


392116 


Contig ID 


29585 1.R1084 


5' -most EST 


uC-osflcyp057c03bl 


Method 


BLASTX 


NCBI GI 


g2055230 


BLAST score 


222 


E value 


2.0e-17 


Match length 


137 


% identity 


40 


NCBI Description 


(AB000130) SRC2 [Glycine max 


Seq. No. 


392117 


Contig ID 


29585 2.R1084 


5' -most EST 


uC-osflcypl79f04bl 


Method 


BLASTN 


NCBI GI 


g6041757 


BLAST score 


314 


E value 


1.0e-176 


Match length 


406 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Genomic Sequence For Oryza sativa Clone 10P20, Lemont 
Strain, Complete Sequence, complete sequence 

392118 

29591_1.R1084 

uC-osflcyp024fllbl 

BLASTX 

g5262169 

686 

2.0e-72 

156 

84 

(AL080253) (JDP-glucose 4-epimerase-like protein 
[Arabidopsis thaliana] 

392119 

29594_1.R1084 

uC-osflcyp024g02bl 

BLASTX 

g2146741 

854 

1.0e-102 

226 

isopentenyl-diphosphate Delta-isomerase (EC 5.3.3.2) - 
Arabidopsis thaliana >gi_1293565 (U49259) isopentenyl 
diphosphate : dimethylallyl diphosphate isomerase 
[Arabidopsis thaliana] 

392120 

29596_1.R1084 
uC-osflcypl21d08bl 

392121 

29605_1.R1084 

uC-osflcyp024h09bl 

BLASTX 

g4309759 

499 

3.0e-50 

195 

61 

(AC006217) unknown protein with Src homology 3 (SH3) domain 
profile (PDOC50002) [Arabidopsis thaliana] 

392122 

29608_1.R1084 

g4714193 

BLASTX 

g3551247 

740 

1.0e-78 

147 

96 

(AB012703) 181 [Daucus carota] 
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Seq. No. 392123 

Contig ID 29615_1 . R1084 

5 '-most EST uC-osf Icypl72d05bl 

Method BLASTX 

NCBI GI g5823020 

BLAST score 310 

E value 3.0e-28 

Match length 119 

% identity 54 

NCBI Description (AF089849) senescence-specific cysteine protease [Brassica 
napus] 

Seq. No. 392124 

Contig ID 29619_1 . R1084 

5 '-most EST g4715905 

Method BLASTX 

NCBI GI g6006801 

BLAST score 161 

E value 2.0e-10 

Match length 204 

% identity 36 

NCBI Description (AF156783) apyrase [Arabidopsis thaliana] 

Seq. No. 392125 

Contig ID 29634_1 . R1084 

5' -most EST uC-osf Icyp026c03bl 

Method BLASTX 

NCBI GI g2160166 

BLAST score 199 

E value 4 .0e-35 

Match length 151 

% identity 59 

NCBI Description (AC000132) No definition line found [Arabidopsis thaliana J 

Seq. No. 392126 

Contig ID 2 9644JL . R1084 

5' -most EST uC-osf Im202109e03bl 

Method BLASTX 

NCBI GI g3236246 

BLAST score 382 

E value 1.0e-36 

Match length 109 

% identity 59 t , , . 

NCBI Description (AC004684) putative expansin protein [Arabidopsis tnaiianaj 

Seq. No. 392127 
Contig ID 29645JL . R1084 

5' -most EST g428039 
Method BLASTX 
NCBI GI g3193292 
BLAST score 558 
E value 3.0e-57 
Match length 167 
% identity 66 

NCBI Description (AF069298) similar to ATPases associated with various 
cellular activites (Pfam: AAA.hmm, score: 230.91) 
[Arabidopsis thaliana] 
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Seq. No. 392128 

Contig ID 29653__1 .R1084 

5 '-most EST uC-osf Icypl40e04bl 

Seq. No. 392129 

Contig ID 29655_1 .R1084 

5 '-most EST uC-osf lcyp026f Olbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392130 

29656_1.R1084 

g2431231 

BLASTX 

g3776578 

253 

2.0e-21 

128 

37 

(AC005388) ESTs gbJF13915 and gb_F13916 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392131 

29659_1.R1084 
uC-osflcyp026g07bl 

392132 

29661_1.R1084 

g569301 

BLASTX 

g5734634 

198 

2.0e-15 

82 

54 

(AP000391) Similar 
sativa] 



to putative lipase 



(AC006232) [Oryza 



Seq. No. 392133 

Contig ID 29662_1 . R1084 

5 '-most EST g5607600 

Method BLASTX 

NCBI GI g4490313 

BLAST score 423 

E value 2.0e-41 

Match length 121 

% identity 64 

NCBI Description (AL035678) putative protein [Arabidopsis thaliana] 

Seq. No. 392134 

Contig ID 29663JL . R1084 

5 '-most EST g3090627 

Method BLASTX 

NCBI GI g3281853 

BLAST score 250 

E value 3.0e-21 

Match length 90 

% identity 62 
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NCBI Description 



(AL031004) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



392135 

29667JL. R1084 

uC-osroM202022g08bl 

BLASTX 

g4455338 

182 

5.0e-13 

168 
30 

(AL035525) putative protein [Arabidopsis thaliana] 
392136 

29669_1.R1084 
uC-osflcypll7f01al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392137 

29679JL.R1084 

uC-osflm202111b01bl 

BLASTX 

g4415916 

221 

4.0e-25 

274 
28 

(AC006282) putative pectin methylesterase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



392138 

29679__2.R1084 
g3761597 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392139 

29681_1.R1084 

uC-osflcyp027b05bl 

BLASTX 

g5902387 

191 

7.0e-21 

123 
46 

(AC009322) 
thaliana] 



Similar to polygalacturonases [Arabidopsis 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392140 

29683_1.R1084 

uC-osflcyp027b08bl 

BLASTX 

g3183274 

263 

1.0e-22 

88 
58 

HYPOTHETICAL 26.5 KD PROTEIN C15A10.05C IN CHROMOSOME I 
>gi_2239182_emb_CAB10102.1_ (Z97208) hypothetical protein 
[Schizosaccharomyces pombe] 
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Seq. No. 


392141 


Contig ID 


29693 1.R1084 


5 '-most EST 


uC-osflcyp035e03bl 


Method 


BLASTX 




y ^ DoUZU / 


BLAST score 


147 


E value 


7.0e-09 


Match length 


119 




O 0 


NCBI Description 


(AF114171) disease resistance protein RPM1 




bicolor] 


Seq. No. 


392142 


Contig ID 


29695 1.R1084 


5 '-most EST 


gl632462 


Seq. No. 


392143 


Contig ID 


29696 1.R1084 


5 '-most EST 


uC-osflcyp027d05bl 


Method 


BLASTX 


NCBI GI 


gzz44y IS 


BLAST score 


161 


E value 


1.0e-10 


Match length 


171 


% identity 


30 


NCBI Description 


(Z97340) transcription factor like protein 




thaliana] 


Seq. No. 


392144 


Contig ID 


29700 1.R1084 


5 '-most EST 


uC-osflcyp027dllbl 


ixiei-noa. 




NCBI GI 


g4895241 


BLAST score 


476 


E value 


1.0e-47 


Match length 


167 


% identity 


53 


NCBI Description 


(AC007659) hypothetical protein [Arabidopsi 


Seq. No. 


392145 


Contig ID 


29704 1.R1084 


5 '-most EST 


uC-osflcyp075c03bl 


Method 


BLASTX 


TJPT5T r*T 


gz o y Z D / D 


BLAST score 


771 


E value 


6. Oe-82 


Match length 


208 


% identity 


by 


NCBI Description 


(AC000106) Strong similarity to Oryza NADPH 




(gb_X93301) . [Arabidopsis thaliana] 


Seq. No. 


392146 


Contig ID 


29705 1.R1084 


5' -most EST 


uC-osflcyp027e04bl 


Seq. No. 


392147 



[Sorghum 
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Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



29713_1.R1084 
g428392 

392148 

29715_1.R1084 

uC-osflcyp042ellbl 

BLASTX 

gl076809 

2090 

0.0e+00 

585 

81 

H+-transporting ATPase (EC 3.6.1.35) - maize 

>gi_7 58355_emb_CAA59800_ (X85805) H (+) -transporting ATPase 

[Zea mays] 

392149 

29724_1.R1084 
uC-osflcyp027g04bl 

392150 

29725_1.R1084 
uC-osflcyp027g05bl 

392151 

29728_1.R1084 

uC-osflcyp027gllbl 

BLASTX 

g2960364 

419 

3.0e-52 

169 

63 

(AJ224 986) cinnamoyl CoA reductase [Populus balsamifera 
subsp. trichocarpa] 

392152 

29740_1.R1084 

uC-osflcyp028al2bl 

BLASTX 

g4895186 

438 

3.0e-50 

155 

63 

(AC007 661) putative growth regulator protein [Arabidopsis 
thaliana] 

392153 

29741_1.R1084 
uC-osflM202098d09bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



392154 

29744JL.R1084 
g3761390 
BLASTX 
g4678935 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205 

9.0e-16 

90 
49 

(AL04 9711) putative protein [Arabiclopsis thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392155 

29749_1.R1084 
g286666 

392156 

29767_1.R1084 
uC-osflcypl59c01bl 

392157 

29773_1.R1084 

uC-osflm202102h05bl 

BLASTX 

g4836892 

771 

4.0e-82 

225 
34 

(AC007369) Putative RNA helicase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



392158 

29775JL.R1084 
g2310619 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



392159 

29781_1.R1084 
uC-osflcypl42c01bl 

392160 

29782_1.R1084 

uC-osflcyp028gllbl 

BLASTX 

g5821406 

472 

5.0e-47 

248 

41 

(AB025531) 24 kDa vacuolar protein VP24 [Ipomoea batatas] 
392161 

29789_1.R1084 
uC-osflcyp028hl0bl 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



392162 

29792_1.R1084 

uC-osflm202110b02bl 

BLASTX 

g5002521 

193 

3.0e-14 

78 

50 
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NCBI Description 



(AL078606) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392163 

29794_2.R1084 
uC-osflcyp093c04bl 

392164 

29810_1.R1084 
g2312596 

392165 

29813JL.R1084 

uC-osflcyp029cllbl 

BLASTX 

g6016720 

323 

1.0e-29 

100 

56 

(AC009325) hypothetical protein [Arabidopsis thaliana] 
392166 

29815JL.R1084 

g3445018 

BLASTX 

g2618689 

370 

5.0e-45 

147 

66 

(AC002510) unknown protein [Arabidopsis thaliana] 
392167 

29815_2.R1084 

g3761023 

BLASTN 

g4097943 

210 

1.0e-114 

210 

100 

Oryza sativa beta-1, 3-glucanase precursor (Gns7) gene, 
complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392168 

29822JL.R1084 

uC-osflcyp029dl0bl 

BLASTX 

g5430760 

344 

5.0e-32 

77 

82 

(AC007504) Putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 



392169 
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Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29823JL.R1084 

uC-osflcyp02 9dllbl 

BLASTX 

g3297818 

255 

1.0e-21 

87 
46 

(AL031032) putative protein [Arabidopsis thaliana] 
392170 

29830_1.R1084 

g4716715 

BLASTX 

g3914212 

271 

1.0e-23 

108 
49 

5-OXOPROLINASE ( 5-OXO- L- PROLINASE ) ( PYROGLUTAMASE ) 
(5-OPASE) >gi_1732065 (U70825) 5-oxo-L-prolinase [Rattus 
norvegicus] 

392171 

29836_1.R1084 

uC-osflM202051c09bl 

BLASTX 

g5091498 

685 

4 .Oe-83 

186 

90 

(AB023482) ESTs AU058067 (E20733) , AAU058070 (E20873 ) 
correspond to a region of the predicted gene.; Similar to 
Populus tremuloides caffeoyl-CoA 3-0-methyltransferase 
mRNA, complete cds . (U27116) [Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 



392172 

29850_1.R1084 
g3090628 

392173 

29879J..R1084 
g2428537 

392174 

29886_1.R1084 
uC-osflcyp030el2bl 

392175 

29895_1.R1084 
uC-osflcyp030g03bl 



Seq. No. 

Contig ID 
5' -most EST 
Method 



392176 

29900_1.R1084 

uC-osflcyp057g01bl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4263771 
250 

5.0e-21 

86 
50 

(AC006218) putative nonspecific lipid-transf er protein 
precursor [Arabidopsis thaliana] 

>gi_4726121_gb_AAD28321.1_AC006436__12 (AC006436) putative 
nonspecific lipid-transf er protein precursor [Arabidopsis 
thaliana] 

392177 

29902_1.R1084 

uC-osflcyp090el2bl 

BLASTX 

g3080420 

285 

5.0e-31 

114 

65 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392178 

29903JL.R1084 

uC-osflcyp030h04bl 

BLASTX 

g3582333 

168 

1.0e-15 

119 
44 

(AC005496) hypothetical protein [Arabidopsis thaliana] 
392179 

29906JL.R1084 

uC-osflcyp030h09bl 

BLASTX 

g3386614 

4 97 

3.0e-50 

137 

43 

(AC004 665) putative transcription factor SF3 [Arabidopsis 
thaliana] 

392180 

29916_1.R1084 

uC-osflcyp031b03bl 

BLASTX 

g4314378 

475 

2.0e-65 

337 

42 

(AC006232) putative lipase [Arabidopsis thaliana] 
>gi__5306262_gb_AAD41994.1_AC006233_5 (AC006233) putative 
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lipase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 



392181 

29917_1.R1084 
uC-osflcyp031b04bl 

392182 

29918_1.R1084 
uC-osflcyp031b07bl 

392183 

29920JL.R1084 
uC-osflcyp031bl0bl 

392184 

29931_1.R1084 

uC-osflcyp031d06bl 

BLASTX 

g6005904 

202 

1.0e-15 

149 
20 

TATA element modulatory factor 1 >gi_423112_pir A47212 

transcription factor TMF, TATA element modulatory factor - 
human >gi_58708 66_gb_AAD54608 . 1_ (L01042) TATA element 
modulatory factor [Homo sapiens] 

392185 

29944JL.R1084 

g4715308 

BLASTX 

g4335752 

248 

8.0e-21 

82 
56 

(AC006284) putative myb transcription factor-like protein 
[Arabidopsis thaliana] 

392186 

29952_1.R1084 

g700467 

BLASTX 

g5051771 

768 

1.0e-81 

217 
70 

(AL078 637) putative protein [Arabidopsis thaliana] 
392187 

29962_1.R1084 
g2427432 

392188 

29965 1.R1084 
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5" -most EST 



uC-osflcyp032a01bl 



Seq. No. 


392189 


Contig ID 


29968 1.R1084 


5 '-most EST 


uC-osflcyp032a06bl 


Seq. No. 


392190 


Contig ID 


29969_1.R1084 


3 -IUOS U Lo 1 


uu— os rxcypuuzgu 


Method 


BLASTX 


NCBI GI 


g4538913 


BLAST score 


293 


E value 


4.0e-26 


Match length 


139 


% identity 


48 


NCBI Description 


(AL049482) putative 


Seq. No. 


392191 


Contig ID 


29971 1.R1084 


5 1 -most EST 


uC-osflcyp041e03bl 


Method 


BLASTX 


NCBI GI 


g2088647 


BLAST score 


309 


E value 


1.0e-28 


Match length 


124 


% identity 


52 


NCBI Description 


( AFO 02109) hypot he t 



>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



392192 

29986_1.R1084 
g2428731 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392193 

29988JL.R1084 

g5002773 

BLASTX 

g2149127 

130 

1.0e-12 

131 
40 

(U81293) UDP-glucose: indole-3-acetate 
beta-D-glucosyl transferase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



392194 

29989_1.R1084 
g2800410 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



392195 

29990_1.R1084 
uC-osflcyp032cl2bl 

392196 

29994_1.R1084 
uC-osflcyp032d04bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2829887 

428 

9.0e-42 

182 

56 

(AC002396) 



Hypothetical protein [Arabidopsis thaliana] 



392197 

29997_1.R1084 

uC-osflcypl7 6al0bl 

BLASTX 

g2341032 

200 

3.0e-15 

115 
44 

(AC000104) EST gb_ATTS0956 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



392198 

30008_1.R1084 
uC-osflcyp032el0bl 

392199 

30014_1.R1084 

g700542 

BLASTX 

g4586054 

202 

1.0e-15 

77 

51 

(AC007020) unknown protein [Arabidopsis thaliana] 
392200 

30021_1.R1084 

uC-osflcyp032gl0bl 

BLASTX 

g2252860 

173 

6.0e-12 

54 

65 

(AF013294) No definition line found [Arabidopsis thaliana] 
392201 

30025_1.R1084 
uC-osflM202056b08al 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 



392202 

30028_1.R1084 

uC-osflcyp033a01bl 

BLASTX 

g3152568 

700 

1.0e-73 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



267 
54 

(AC00298 6) Similar to hypothetical protein product 
gb_Z97337 from A. thaliana. EST gb__H76597 comes from this 
gene. [Arabidopsis thaliana] 

392203 

30033_1.R1084 

uC-osflM202068c02bl 

BLASTX 

gl449179 

362 

3.0e-34 

133 

56 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



392204 

30035JL.R1084 
g3106678 

392205 

30050_1.R1084 
uC-osflcyp026f06bl 

392206 

30060JL.R1084 

g2312428 

BLASTX 

g4757948 

320 

4.0e-51 

166 
58 

cell division cycle 23, yeast homolog; CDC23 >gi_3283051 
(AF053977) cell division cycle protein 23 [Homo sapiens] 
>gi_4519431_dbj_BAA75628.1_ (AB011472) CDC23 [Homo sapiens] 

392207 

30079JL.R1084 

uC-osflM202068d09bl 

BLASTX 

g5042461 

538 

6.0e-55 

128 
82 

(AC007789) putative oxalate oxidase (germin protein) [Oryza 
sativa] 

392208 

30085_1.R1084 

uC-osflM2 0204 6d0 9bl 

BLASTX 

gl946372 

183 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



2.0e-13 

62 

58 

(U93215) yeast hypothetical protein YDB1_SCHP0 isolog 
[Arabidopsis thaliana] 

392209 

30091JL.R1084 

uC-osflcyp034a03bl 

BLASTX 

g4584527 

214 

8.0e-17 

131 
35 

(AL049607) putative protein [Arabidopsis thaliana] 
392210 

30096_1.R1084 
g3760435 

392211 

30097_1.R1084 

uC-osflcyp034b07bl 

BLASTX 

gl710805 

147 

6.0e-09 

168 
5 

RTOA PROTEIN (RATIO-A) >gi_1206019 (U48298) rtoA gene 
product [Dictyostelium discoideum] 

392212 

30101_1.R1084 
uC-osflcyp034bl2bl 

392213 

30104_1.R1084 
g702112 

392214 

30106_1.R1084 

uC-osflM202043e02bl 

BLASTX 

g6018458 

372 

2.0e-35 

196 

44 

(AJ243972) 6-phosphogluconolactonase [Homo sapiens] 
392215 

30112_1.R1084 
uC-osroM202012cl0al 



Seq. No. 



392216 
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Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



30112_2.R1084 
uC-osflcyp034e08bl 

392217 

30118_1.R1084 

g4879958 

BLASTX 

gl402918 

362 

2.0e-34 

116 

64 

(X98320) peroxidase [Arabidopsis thaliana] 

>gi_142 9215__emb_CAA67 310_ (X98774) peroxidase ATP6a 

[Arabidopsis thaliana] 

392218 

30124JL.R1084 

g3758980 

BLASTX 

g2979563 

399 

2.0e-38 

97 

76 

(AC003680) unknown protein [Arabidopsis thaliana] 
392219 

30131_1.R1084 

uC-osflcyp034hl2bl 

BLASTX 

g5882731 

804 

5.0e-86 

220 

61 

(AC008263) Similar to gb_AF000132 betaine aldehyde 
dehydrogenase from Amaranthus hypochondriacus . ESTs 
gbJF20662, gb_R90254, gb_AA651436 and gb_AA586226 come from 
this gene. [Arabidopsis thaliana] 

392220 

30133_1.R1084 
g701784 

392221 

30144_1.R1084 
g2312921 

392222 

30145_1.R1084 

uC-osflcyp035c06bl 

BLASTX 

gl732411 

352 

4.0e-33 

175 
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% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29 

(U47924) isopeptidase T [Homo sapiens] 
392223 

30151_1.R1084 

uC-osflcyp035dllbl 

BLASTX 

g4678297 

538 

6.0e-55 

180 

59 

(AL049655) protein disulf ide-isomerase-like protein 
[Arabidopsis thaliana] 

392224 

30152_1.R1084 

uC-osflcyp035d01bl 

BLASTX 

g4538920 

354 

8.0e-38 

154 
60 

(AL049483) nitrogen fixation like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392225 

30154_1.R1084 

g5003560 
BLASTX 
g5689236 
363 

2.0e-34 

83 
89 

(AB024291) 
(AB031012) 



ZmRR2 [Zea mays] >gi_60098 97_dbj_BAA85113 . 1_ 
response regulator 2 [Zea mays] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



392226 

30157_1.R1084 

uC-osflcyp035d09bl 

BLASTX 

g6065749 

216 

6.0e-36 

178 

46 

(AJ250341) beta-amylase enzyme 
392227 

30170JL.R1084 

uC-osflcyp035f04bl 

BLASTX 

gl26386 

193 

2.0e-14 



[Arabidopsis thaliana] 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



90 
43 

POLLEN ALLERGEN LOL P 2 -A (LOL P I I -A) 

>gi_82449_pir A34291 pollen allergen Lol p IIA - perennial 

ryegrass 

392228 

30171_1.R1084 
uC-osflcyp035f06bl 

392229 

30173_1.R1084 

uC-osflcyp035f09bl 

BLASTX 

g4417283 

408 

1.0e-39 

169 
46 

(AC007019) putative cytochrome p450 [Arabidopsis thaliana] 
392230 

30174JL.R1084 

uC-osrocyp029al0al 

BLASTX 

g2160182 

111 

2.0e-10 

87 
44 

(AC000132) ESTs gb_ATTS1236, gb_T43334 , gb_N97019, gb_AA395203 
come from this gene. [Arabidopsis thaliana] 

392231 

30175_1.R1084 
uC-osflM202037e05bl 

392232 

30180JL.R1084 

uC-osflcyp071h09bl 

BLASTX 

gl777312 

211 

1.0e-16 

98 
48 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 

392233 

30182JL.R1084 

g2427915 

BLASTX 

g6016691 

487 

6.0e-49 

147 
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% identity 62 

NCBI Description (AC009991) unknown protein [Arabidopsis thaliana] 



Seq. No. 392234 

Contig ID 30185 JL . R1084 

5 '-most EST uC-osf Icyp035h01bl 

Method BLASTX 

NCBI GI g4581164 

BLAST score 285 

E value 2.0e-25 

Match length 145 

% identity 4 6 

NCBI Description (AC006220) putative polyprotein [Arabidopsis thaliana] 

Seq. No. 392235 

Contig ID 30187_1 . R1084 

5 r -most EST uC-osf Icyp088d02bl 

Method BLASTX 

NCBI GI g3746903 

BLAST score 503 

E value 1.0e-95 

Match length 248 

% identity 78 

NCBI Description (AF08 9724) signal recognition particle 54 kDa subunit 
precursor [Pisum sativum] 

Seq. No. 392236 

Contig ID 30188JL .R1084 

5' -most EST g426002 

Method BLASTX 

NCBI GI g2648032 

BLAST score 832 

E value 2.0e-8 9 

Match length 206 

% identity 74 

NCBI Description (AJ001374) alpha-glucosidase [Solanum tuberosum] 

Seq. No. 392237 

Contig ID 30190_1 .R1084 

5 '-most EST g702226 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
.NCBI Description 



392238 

30192_1.R1084 

uC-osflM202016f02bl 

BLASTX 

g3702327 

474 

5.0e-47 

244 

50 

(AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



392239 

30195_1.R1084 

uC-osflM202068c09bl 

BLASTX 

g431154 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



260 

7.0e-35 

121 

63 

(D21813) ORF [Lilium longif lorum] 
392240 

30197_1.R1084 

uC-osflcyp036e02bl 

BLASTX 

g5430747 

790 

2.0e-84 

206 
40 

(AC007504) Hypothetical Protein [Arabidopsis thaliana] 
392241 

30207_1.R1084 

uC-osflcyp037allbl 

BLASTX 

g4835793 

555 

6.0e-57 

182 
62 

(AC007296) Similar to gb_U90212 DNA binding protein ACBF 
from Nicotiana tabacum and contains 3 PF_0007 6 RNA 
recognition motif domains. ESTs gb_T44278, gb_R65195, 
gb_N65904, gb_H37499, gb_R90487, gb_N95952, gb_T4427 

392242 

30209JL.R1084 
uC-osroM202019gl0bl 

392243 

30212JL.R1084 

uC-osroM202012g08bl 

BLASTX 

g2224915 

362 

2.0e-34 

105 
58 

(U95968) beta-expansin [Oryza sativa] 
392244 

30223JL.R1084 

uC-osflcypl57h01bl 

BLASTX 

g4455270 

156 

2.0e-10 

71 

48 

(AL035527) putative protein [Arabidopsis thaliana] 
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Seq. No. 


392245 


f^rif A ri TPl 

uoutig ±u 




5' -most EST 


g2427897 


Seq. No. 


392246 


Contig ID 


30229 1.R1084 


5 '-most EST 


uC-osroM202033a02bl 


Seq. No. 


392247 


Contig ID 


30230 1.R1084 


5' -most EST 


uC-osflcyp037d08bl 


Method 


BLASTX 






BLAST score 


151 


E value 


2.0e-09 


Match length 


46 


% identity 


67 


NCBI Description 


(AC003970) Putative 


Seq. No. 


392248 


Contig ID 


30231 1.R1084 


5 '-most EST 


g699741 


Method 


BLASTX 


NCBI GI 


g3360291 


•DJ_uri.O J. OvUlC 


944 


E value 


1.0e-102 


Match length 


244 


% identity 


72 




(AF0231651 leucine- - 




2 [Zea mays] 


Seq. No. 


392249 


Contig ID 


30241 1.R1084 


5 1 -most EST 


uC-osrocyp037f04bl 


Seq. No. 


392250 


Contig ID 


30243 1.R1084 


5 1 -most EST 


uC-osflcyplllc03bl 


Method 


BLASTX 


NCBI GI 


g2275210 


DLlflO ± O O W J- C 


94 


E value 


3.0e-09 


Match length 


94 


% identity 


45 


NCBI Description 


(AC002337) peptidyl 




[Arabidopsis thalia: 


Seq. No. 


392251 


Contig ID 


30248 1.R1084 


5 '-most EST 


uC-osflcyp037g04bl 


Method 


BLASTX 


NCBI GI 


g549061 


BLAST score 


573 


E value 


7.0e-59 


Match length 


224 


% identity 


55 


NCBI Description 


T-COMPLEX PROTEIN 1 



(CCT-ZETA) 
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Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(CCT-ZETA-1) >gi_631655_pir_S43063 CCT (chaperonin 
containing TCP-1) zeta chain - mouse 
>gi_4 68554__emb_CAA83432_ (Z31557) CCT (chaperonin 
containing TCP-1) zeta subunit [Mus musculus] 
>gi__5295933_dbj_BAA81877.1_ (AB022159) chaperonin 
containing TCP-1 zeta-1 subunit [Mus musculus] 

392252 

30263JL.R1084 

g3767386 

BLASTX 

g2274859 

392 

1.0e-37 

73 
96 

(AJ000016) Cksl protein [Arabidopsis thaliana] 
>gi_4510420_gb_AAD21506.1_ (AC006929) putative 
cyclin-dependent kinase regulatory subunit [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



392253 

30264_1.R1084 

uC-osflcyp035b09bl 

BLASTX 

g3258575 

898 

9.0e-97 

273 

68 

(U89959) Hypothetical protein [Arabidopsis thaliana] 
392254 

30264_2.R1084 

uC-osflM202092b01bl 

BLASTX 

g3258575 

164 

2.0e-15 

95 
53 

(U89959) Hypothetical protein [Arabidopsis thaliana] 
392255 

30269_1.R1084 

g2310027 
BLASTX 
g4115377 
829 

3.0e-91 
244 

70 

(AC005967) unknown protein [Arabidopsis thaliana] 
392256 

30270_1.R1084 
g2431204 
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Method 


BLASTX 




~ A CQl CO A 

g4 oo / oo 4 


BLAST score 


243 


E value 


2.0e-20 


Match length 


76 


% identity 


R Q 
JO 


NCBI Description 


(AC007232) unknown protein 


Seq. No. 


392257 


Contig ID 


TAO A/ -J D1 AO Jl 

30294 1.R1084 


5' -most EST 


uC-osflcyp03 9h0 9bl 


Seq. No. 


392258 


Contig ID 


30294 2.R1084 


5 '-most EST 


g3761574 


Seq. No. 


392259 


Contig ID 


30308 1.R1084 


5' -most EST 


uC-osflcyp042b07bl 


Method 


BLASTX 


NCBI GI 


g2507455 


BLAST score 


490 


E value 


7.0e-88 


Match length 


231 


% identity 


75 


NCBI Description 


FORMATE — TET RAH YDRO FOLATE \ 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ASE (FORMYLTETRAHYDRO FOLATE 

SYNTHETASE) (FHS) (FTHFS) >gi_322401_pir A43350 

formate — tetrahydrof olate ligase (EC 6.3.4.3) - spinach 
>gi_170145 (M83940) 10-formyl tetrahydrof olate synthetase 
[Spinacia oleracea] 

392260 

30310_1.R1084 

uC-osflcypl71f07bl 

BLASTX 

g548493 

367 

9.0e-35 

122 
53 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4 - AL PHA- GALACTURON I DAS E ) 

>gi_629854_pir S30067 polygalacturonase - maize 

>gi_288612_emb_CAA47052_ (X66422) polygalacturonase [Zea 
mays] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392261 

30312_1.R1084 

uC-osflcypl22g02bl 

BLASTX 

g3415117 

521 

1.0e-52 

182 
40 

(AF081203) villin 3 



[Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392262 

30312_2.R1084 

uC-osflcyp042g03bl 

BLASTX 

g5880464 

608 

3.0e-63 

164 
38 

(AF088901) actin bundling protein ABP135 [Lilium 
longif lorum] 

392263 

30313_1.R1084 

g286821 
BLASTX 
g6103623 
1080 

1.0e-118 

209 
98 

(AF172094) actin [Picea rubens] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392264 

30324JL.R1084 
uC-osflcypl54f08bl 

392265 

30332_1.R1084 

g2280730 

BLASTX 

g3033398 

914 

9.0e-99 

229 

76 

(AC004238) putative phosphoribosylaminoimidazolecarboxamide 
formyltransf erase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



392266 

30343JL.R1084 

uC-osflm202101h02bl 

BLASTX 

g4097831 

170 

8.0e-12 

93 

42 

(U70048) zeta-crystallin [Bos taurus] 
392267 

30347_1.R1084 

uC-osflcyp047b03bl 

BLASTX 

g3395938 

484 

2.0e-48 
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Match length 

% identity 

NCBI Description 



147 
40 

(AF076924) polypyrimidine tract-binding protein homolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392268 

30354_1.R1084 

g4880039 

BLASTX 

g3913952 

456 

7.0e-45 

198 
39 

ADENYLATE KINASE (ATP-AMP TRANS PHOS PHORYLAS E ) >gi_2351578 
(U82330) adenylate kinase homolog [Prunus armeniaca] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 



392269 

30356JL.R1084 

uC-osroM202041e01bl 

BLASTX 

g4006882 



BLAST score 


478 


E value 


2.0e-50 


Match length 


163 


% identity 


61 


NCBI Description 


(Z99707) UDP-glucuronyltransf erase- 




[Arabidopsis thaliana] 


Seq. No. 


392270 


Contig ID 


30365 1.R1084 


5 '-most EST 


g428389 


Seq. No. 


392271 


Contig ID 


30369 1.R1084 


5 '-most EST 


g4715529 


Method 


BLASTX 


NCBI GI 


g4582488 


BLAST score 


750 


E value 


2.0e-79 


Match length 


257 


% identity 


66 


NCBI Description 


(AL0217 68) putative protein [Arabia 


Seq. No. 


392272 


Contig ID 


30379 1.R1084 


5 '-most EST 


uC-osflcypl01g0 6bl 


Method 


BLASTX 


NCBI GI 


g5679838 


BLAST score 


309 


E value 


1.0e-27 


Match length 


133 


% identity 


44 


NCBI Description 


(AJ243961) has similarity to Arabi 


gi 3068705 [Oryza sativa] 



Seq. No. 



392273 
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Contig ID 
5 1 -most EST 



30390JL.R1084 
uC-osflm202107al0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392274 

30391JL.R1084 

uC-osflcyp050a06bl 

BLASTX 

g3878351 

147 

2.0e-13 

76 
53 

(Z81098) Similarity to Entamoeba elongation factor 1-alpha 
(SW:EF1A_ENTHI) ; cDNA EST EMBL:M89117 comes from this gene; 
cDNA EST yk430d7.3 comes from this gene; cDNA EST yk4 30d7.5 
comes from this gene; cDNA EST yk667b7.3 comes 



Seq. No. 


392275 


Contig ID 


30400 1.R1084 


5' -most EST 


g2442384 


Seq. No. 


392276 


Contig ID 


30403_1.R1084 


d rtiosi tjoi 




Method 


BLASTX 


NCBI GI 


gl841468 


BLAST score 


338 


a* value 


D • Uc O / 


Match length 


105 


% identity 


69 


NCBI Description 


(Y10990) Tyrosyl-tRNA synthetase 


Seq. No. 


392277 


Contig ID 


30410 1.R1084 


5' -most EST 


uC-osflcypl70b07bl 


Seq. No. 


392278 


Contig ID 


30412 1.R1084 


5' -most EST 


g2427261 


Method 


BLASTX 


NCBI GI 


g4753658 


BLAST score 


985 


E value 


1.0e-107 


Match length 


287 


% identity 


66 


NCBI Description 


(AL04 9751) putative protein [Arab: 


Seq. No. 


392279 


Contig ID 


30416 1.R1084 


5' -most EST 


uC-osflcyp050fllbl 


Seq. No. 


392280 


Contig ID 


30419 1.R1084 


5' -most EST 


uC-osflcypl71a03bl 


Method 


BLASTX 


NCBI GI 


g4455323 


BLAST score 


221 
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E value 
Match length 
% identity 
NCBI Description 



8.0e-18 

78 
55 

(AL035525) 
thaliana] 



aminopeptidase-like protein [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



392281 

30420_1.R1084 
uC-osflcyp050hl0bl 

392282 

30421_1.R1084 
g5005522 

392283 

30423_1.R1084 
uC-osrocyp006c02bl 

392284 

30433_1.R1084 

uC-osroM202040dllbl 

BLASTX 

g4559342 

958 

1.0e-104 

185 
92 

(AC007087) putative copper methylamine oxidase [Arabidopsis 
thaliana] 

392285 

30446JL.R1084 

uC-osflcypl44b06bl 

BLASTX 

g5708091 

255 

8.0e-22 

125 

50 

(AL022198) ribosomal protein Sll-like [Arabidopsis 
thaliana] 

392286 

30447_1.R1084 

uC-osflM202053d06bl 

BLASTX 

g4886756 

483 

1.0e-48 

119 
73 

(AF088 917) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

392287 

30467_1.R1084 
uC-osflcyp052a02bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4539006 

591 

6.0e-61 

166 
67 

(AL049481) 



putative protein [Arabidopsis thaliana] 



392288 

30482JL.R1084 

uC-osflcypl55g09bl 

BLASTX 

g5669924 

886 

2.0e-95 

192 

85 

(AF149116) soluble inorganic pyrophosphatase [Populus 
tremula x Populus tremuloides] 



Seq. No. 


392289 


Contig ID 


30483 1.R1084 


5 '-most EST 


uC-osrocyp028bl2bl 


Method 


BLASTX 


NCBI GI 


g4218120 


BLAST score 


154 


E value 


5.0e-ll 


Match length 


1 4 


% identity 


58 


NCBI Description 


(AL035353) Proline-: 




thaliana] 


Seq. No. 


392290 


Contig ID 


30494 1.R1084 


5 '-most EST 


g2310976 


Method 


BLASTX 


NCBI GI 


g4678923 


BLAST score 


192 


E value 


3.0e-14 


Match length 


72 


% identity 


46 


NCBI Description 


(AL049711) putative 


Seq. No. 


392291 


Contig ID 


30501 1.R1084 


5 '-most EST 


uC-osflcyp023c02bl 


Method 


BLASTX 


NCBI GI 


g4678386 


BLAST score 


234 


E value 


4.0e-19 


Match length 


79 


% identity 


54 


NCBI Description 


(AL04 9656) putative 


Seq. No. 


392292 


Contig ID 


30521 1.R1084 


5 '-most EST 


g2427212 



Proline-rich APG-like protein [Arabidopsis 



[Arabidopsis thaliana] 



49940 



Method 


BLASTX 




cjoz y / oiu 


BLAST score 


242 


E value 


3.0e-20 


Match length 


156 


% identity 


36 


NCB1 Description 


(AL031032) putative protein [Arabidopsis thaliana] 


Seq. No. 


392293 


Contig ID 


30529 1.R1084 


5 ? -most EST 


uC-osroM202033b06bl 


Method 


BLASTX 


N L D 1 bl 


g^t X ¥ -L / OZ 


BLAST score 


613 


E value 


1.0e-63 


Match length 


133 


% identity 


85 


NCBI Description 


(AC005917) WD-40 repeat protein [Arabidopsis thaliana] 


Seq. No. 


392294 


Contig ID 


30530 1.R1084 


5' -most EST 


g 4878449 


Method 


BLASTX 


NCBI GI 


g6014904 


BLAST score 


4oU 


E value 


3.0e-42 


Match length 


136 


% identity 


62 


NCBI Description 


DAG PROTEIN, CHLOROPLAST PRECURSOR 


>giJL200205_emb_CAA65064_ (X95753) DAG [Antirrhinum ma; 


Seq. No. 


392295 


Contig ID 


30534 1.R1084 


5' -most EST 


uC-osflcyp053e03bl 


Method 


BLASTX 




go yuzoou 


BLAST score 


556 


E value 


8.0e-57 


Match length 


151 


% identity 


/ U 


NCBI Description 


(AC009322) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


392296 


Contig ID 


30546 1.R1084 


5' -mo st EST 


uC-osflcyp053g04bl 


Seq. No. 


392297 


Contig ID 


30552 1.R1084 


5 1 -most EST 


g3761570 


Method 


BLASTX 


NCBI GI 


g2583108 


BLAST score 


168 


E value 


2.0e-ll 


Match length 


161 


% identity 


30 


NCBI Description 


(AC002387) putative surface protein [Arabidopsis thali 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392298 

30564J..R1084 

uC-osflM202020e02bl 

BLASTX 

g2982469 

188 

5.0e-14 

48 
73 

(AL022223) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 



392299 

30573_1.R1084 
g569859 



Seq. No. 
Contig ID 
5 '-most EST 



392300 

30579_1.R1084 
uC-osflcypl72h01bl 



Seq. No. 
Contig ID 
5 1 -most EST 



392301 

30587_1.R1084 
uC-osflm202100b08bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392302 

30591_1.R1084 

uC-osflcyp055e06bl 

BLASTX 

g3702352 

502 

8.0e-51 

134 
43 

(AC005397) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -mo st EST 



392303 

30598JL.R1084 
uC-osflcyp055f08bl 



Seq. No. 
Contig ID 
5' -most EST 



392304 

30602_1.R1084 
uC-osflcyp055g04bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392305 

30606_1.R1084 

uC-osflM202083a06bl 

BLASTX 

gl34102 

774 

2.0e-82 

183 

86 

RUBISCO SUBUNIT BINDING- PROTEIN ALPHA SUBUNIT PRECURSOR 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_72959__pir HHWTBA ribulose-bisphosphate carboxylase 

subunit-binding protein alpha chain - wheat (fragment) 
>gi_134 5582_emb_CAA30699_ (X07851) rubisco subunit 
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binding-protein alpha subunit ( 543 AA ) [Triticum 
aestivum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392306 

30612_1.R1084 

uC-osflcyp055h08bl 

BLASTX 

g2642213 

168 

1.0e-16 

84 

56 

(AF030385) nitrate-induced NOI protein [Zea mays] 
>gi_2895781 (AF045033) nitrate-induced NOI protein [Zea 
mays] 



Seq. No. 

Contig ID 
5 T -most EST 



392307 

30613_1.R1084 
uC-osflcyp055hl0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392308 

30625_1.R1084 

g699720 

BLASTX 

g4235430 

348 

5.0e-48 

130 
74 

(AF098458) latex-abundant protein 



[Hevea brasiliensis] 



Seq. No. 
Contig ID 
5' -most EST 



392309 

30626JL.R1084 
uC-osflcyp057d01bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392310 

30629_1.R1084 

g4878125 

BLASTX 

g2980794 

254 

3.0e-38 

102 
62 

(AL022197) myb-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



392311 

30630_1.R1084 
gl632376 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



392312 

30636JL.R1084 

uC-osflcyp081a08bl 

BLASTX 

g2129552 

235 

3.0e-19 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 
61 

calcium-dependent protein kinase 19 
(fragment) 



Arabidopsis thaliana 



392313 

30638JL.R1084 

g5803580 
BLASTX 
g4206114 
787 

3.0e-84 

166 

89 

(AF097663) cytoplasmic glucose-6-phosphate 1-dehydrogenase 
[Mesembryanthemum crystallinum] 

392314 

30676_1.R1084 

uC-osflcyp058g08bl 

BLASTX 

g2507281 

538 

5.0e-55 

126 

81 

GTP-BINDING NUCLEAR PROTEIN RAN-2 >gi_16687 06_emb_CAA66048_ 
(X97380) atran2 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



392315 

30682_1.R1084 
uC-osflcyp061a05bl 



Seq. No. 
Contig ID 
5 '-most EST 



392316 

30689_1.R1084 
uC-osflcyp061b05bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392317 

30707_1.R1084 

uC-osflcyp061f02bl 

BLASTX 

g3805765 

658 

8.0e-69 

207 
66 

(AC005693) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



392318 

30708_1.R1084 

g4880897 

BLASTX 

g2688830 

410 

3.0e-61 

164 
76 
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NCBI Description 



(AF000952) putative sugar transporter [Prunus armeniaca] 



Seq. No. 


392319 


Contig ID 


30722JL.R1084 


D — IEOST- JiDl 




Method 


BLASTX 


NCBI GI 


g4678935 


BLAST score 


344 


E value 


5.0e-32 


Match length 


90 


% identity 


67 


NCBI Description 


(AL04 9711) putative protein [Arabidopsis thaliana] 


Seq. No. 


392320 


Contig ID 


30723_1.R1084 


D mOS L EiO 1 




Method 


BLASTX 


NCBI GI 


g5499713 


BLAST score 


228 


Hj Value 


1 Op-1 ft 


Match length 


121 


% identity 


48 


NCBI Description 


(U787 62) receptor-like kinase ARK1AS [Triticum aestivum; 


Seq. No. 


392321 


Contig ID 


30730 1.R1084 


5' -most EST 


g3768865 


Seq. No. 


392322 


Contig ID 


30745_1.R1084 


0 IUOS L £jO± 




Method 


BLASTX 


NCBI GI 


g3413700 


BLAST score 


809 


E value 


7.0e-90 


Match length 


222 


% identity 


79 


NCBI Description 


(AC004747) putative YME1 protein [Arabidopsis thaliana] 


Seq. No. 


392323 


Contig ID 


30747 1.R1084 


5 '-most EST 


g2428081 


Method 


BLASTX 


NCBI GI 


g2832641 


BLAST score 


476 


E value 


1.0e-47 


Match length 


155 


% identity 


58 


NCBI Description 


(AL021710) glycolate oxidase - like protein [Arabidopsi 



thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 



392324 

30766_1.R1084~ 
uC-osflcyp064dllbl 



Seq. No. 

Contig ID 



392325 

30772 1.R1084 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflcyp064e08bl 

BLASTN 

g4680189 

35 

8.0e-10 

51 
92 

Oryza sativa subsp. indica putative dnaJ-like protein, 
putative myb-related protein, putative farnesyl 
pyrophosphate synthase, and hypothetical protein genes, 
complete cds 

392326 

30773JL.R1084 

uC-osflcyp064e09bl 

BLASTX 

g4582436 

771 

3.0e-82 

200 
76 

(AC007196) unknown protein [Arabidopsis thaliana] 
392327 

30775_1.R1084 

uC-osf lcyp0 64ellbl 

BLASTX 

g3004565 

709 

7.0e-75 

234 

59 

(AC003673) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



392328 

30779_1.R1084 

uC-osflcyp064f07bl 



Seq. No. 
Contig ID 
5 '-most EST 



392329 

30785_1.R1084 
g4880336 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392330 

30792_1.R1084 

uC-osroM202041e08bl 

BLASTX 

g2980774 

165 

5.0e-25 

118 
57 

(AL022198) leucyl aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



392331 

30794_1.R1084 
g4969202 



49946 



Method 



BLASTX 



NCBI GI 


g458624 9 


BLAST score 


365 


E value 


2.0e-34 


Match length 


210 


% identity 


40 


NCBI Description 


(AL049640) putative pollen , 




thaliana] 


Seq. No. 


392332 


Contig ID 


30795 1.R1084 


5 1 -most EST 


uC-osflcypl72d!2bl 


Method 


BLASTX 


NCBI GI 


gl009234 


BLAST score 


492 


E value 


3.0e-49 


Match length 


161 


% identity 


63 


NCBI Description 


(L38829) SUP2 gene product 


Seq. No. 


392333 


Contig ID 


30797 1.R1084 


5 '-most EST 


uC-osflM202020c05bl 


Method 


BLASTX 


NCBI GI 


g4689108 


BLAST score 


433 


E value 


2.0e-42 


Match length 


165 


% identity 


49 


NCBI Description 


(AF077030) hypothetical 43. 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



,2 kDa protein [Homo sapiens] 
>gi_4929577_gb_AAD34049.1_AF151812JL (AF151812) CGI-54 
protein [Homo sapiens] 

392334 

30797_2.R1084 

uC-osrocyp030a09bl 

BLASTX 

g4689108 

149 

3.0e-09 

47 

55 

(AF077030) hypothetical 43.2 kDa protein [Homo sapiens] 
>gi_4929577_gb_AAD34049.1_AF151812_l (AF151812) CGI-54 
protein [Homo sapiens] 

392335 

30799JL.R1084 

g3768807 

BLASTX 

gl871192 

837 

1.0e-89 

265 
62 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



49947 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



392336 

30800_1.R1084 

uC-osflcyp065a09bl 

BLASTX 

g4503609 

267 

1.0e-23 

84 

62 

electron-transfer-flavoprotein, beta polypeptide 
>gi_585110_sp_P38117_ETFB_HUMAN ELECTRON TRANSFER 

FLAVOPROTEIN BETA-SUBUNIT (BETA-ETF) >gi_47 9194_pir S32482 

electron transfer flavoprotein beta chain - human 
>gi__2781203_pdb_lEFV_B Chain B, Three-Dimensional Structure 
Of Human Electron Transfer Flavoprotein To 2 . 1 A Resolution 
>gi_2 97 902__emb_CAA50441__ (X71129) electron transfer 
flavoprotein beta subunit [Homo sapiens] 

392337 

30804JL.R1084 
uC-osflcyp065b02bl 

392338 

30811_1.R1084 
uC-osf Icyp065c06bl 

392339 

30823_1.R1084 

g702465 

BLASTX 

g4191791 

259 

3.0e-22 

128 
46 

(AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 

392340 

30827_2.R1084 

g2428180 

BLASTX 

g6045135 

317 

2.0e-38 

152 

55 

(AB033335) oxidosqualene cyclase [Luffa cylindrical 
392341 

30833_1.R1084 
g701171 

392342 

30842_1.R1084 
uC-osflm202120cl2bl 



49948 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4417304 

723 

2.0e-76 

246 
56 

(AC006446) putative beta-1, 4-mannosyl-glycoprotein 
beta-l f 4-N-acetylglucosarainyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392343 

30848JL.R1084 

uC-osflM202097h07bl 

BLASTX 

g483412 

471 

5.0e-47 

202 
54 

(L01497) calmodulin-binding protein [Zea mays] 
392344 

30855JL.R1084 
uC-osflcyp035bl0bl 

392345 

30856_1.R1084 

g286572 

BLASTX 

g3668097 

559 

3.0e-57 

143 
71 

(AC004667) putative glycine cleavage system protein H 
precursor [Arabidopsis thaliana] 

392346 

30857_1.R1084 

uC-osflcyp071a01bl 

BLASTX 

g3402711 

164 

4.0e-ll 

81 

41 

(AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



392347 

30883_1.R1084 

g2800915 

BLASTX 

g5263314 

316 

6.0e-29 
130 



49949 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



49 

(AC007727) Similar to gb_X84260 P0S5 gene product from 
Saccharomyces cerevisiae. EST gb_W43879 comes from this 
gene. [Arabidopsis thaliana] 

392348 

30884_1.R1084 

g3107726 

BLASTX 

g4539404 

658 

7.0e-69 

170 
41 

(AL04 9524) putative protein [Arabidopsis thaliana] 
392349 

30885_1.R1084 
g702990 

392350 

30885_2.R1084 
g3767293 

392351 

30885_3.R1084 

g700917 

BLASTX 

gl872521 

188 

6.0e-14 

71 

27 

(U87833) zinc-finger protein Lsdl [Arabidopsis thaliana] 
>gi__1872523 (U87834) zinc-finger protein Lsdl [Arabidopsis 
thaliana] >gi_5262161_emb_CAB45804 . 1_ (AL080253) 
zinc-finger protein Lsdl [Arabidopsis thaliana] 

392352 

30885_5.R1084 

uC-osflcyp071e07bl 

BLASTX 

gl872521 

320 

4.0e-29 

122 

55 

(U87833) zinc-finger protein Lsdl [Arabidopsis thaliana] 
>gi_1872523 (U87834) zinc-finger protein Lsdl [Arabidopsis 
thaliana] >gi_5262161_emb_CAB4 5804 . 1_ (AL080253) 
zinc-finger protein Lsdl [Arabidopsis thaliana] 

392353 

30885_6.R1084 
g4968940 



Seq. No. 



392354 



49950 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30889_1.R1084 

g2798760 
BLASTX 
g477819 
562 

1.0e-57 

198 
54 

mitochondrial processing peptidase (EC 3.4.99.41) beta 
chain precursor - potato >gi_410634_bbs_136741 cytochrome 
reductase-processing peptidase subunit II, MPP subunit II 
P53 [potatoes, var. Marfona, tuber, Peptide Mitochondrial 
530 aa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392355 

30898JL.R1084 

uC-osflM202083c02bl 

BLASTX 

g2739383 

475 

2.0e-47 

155 
63 

(AC002505) unknown protein [Arabidopsis thaliana] 
392356 

30899_1.R1084 

uC-osflcyp071gl2bl 

BLASTX 

g3046731 

197 

2.0e-24 

126 

54 

(AJ005373) protein kinase [Craterostigma plantagineum] 
392357 

30910_1.R1084 

uC-osflcyp074allbl 

BLASTX 

g3599491 

420 

1.0e-75 

184 
77 

(AF085149) putative aminotransferase [Capsicum chinense] 
392358 

30918_1.R1084 

g568607 

BLASTX 

g5734748 

240 

3.0e-20 

79 

57 

(AC007651) Unknown protein [Arabidopsis thaliana] 



49951 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



392359 

30928_JL.R1084 

uC-osflM202071d04bl 

BLASTX 

g4895197 

171 

1.0e-ll 

92 
38 

(AC007661) hypothetical protein [Arabidopsis thaliana] 
392360 

30942JL.R1084 

uC-osflcypll0d08al 

BLASTX 

g3297808 

367 

9.0e-35 

128 

34 

(AL031032) putative protein [Arabidopsis thaliana] 
392361 

30956_1.R1084 

uC-osroM202037b05bl 

BLASTX 

g6049841 

591 

4.0e-61 

159 
71 

(AF190728) asparagine synthetase [Helianthus annuus] 
392362 

30964_1.R1084 
uC-osflcyp074e09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



392363 

30966_1.R1084 

uC-osflcyp074e05bl 

BLASTX 

g4218151 

191 

4 .Oe-14 

86 
44 

(AJ132705) hypothetical protein [Anabaena variabilis] 
392364 

30970_1.R1084 
uC-osflcyp017h06bl 



Seq. No. 
Contig ID 
5 '-most EST 



392365 

30971_1.R1084 
uC-osflcyplllclObl 



49952 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392366 

30978JL.R1084 
g2796694 

392367 

30983_1.R1084 

uC-osflcyp074hl2bl 

BLASTX 

g6041819 

185 

4.0e-22 

109 
46 

(AC009918) unknown protein [Arabidopsis thaliana] 
392368 

31010_1.R1084 

g5003515 

BLASTX 

g629592 

477 

1.0e-47 

177 
51 

hypothetical protein - rape >gi_6065752__emb_CAB58175 . 1_ 
(X74225) putative pod-specific dehydrogenase SAC 2 5 
[Brassica napus] 

392369 

31011_1.R1084 

g2801266 

392370 

31021JL.R1084 
uC-osflcyp078c04bl 

392371 

31030JL.R1084 
uC-osflcyp078d05bl 

392372 

31031_1.R1084 
uC-osflM2020117f04al 

392373 

31034_1.R1084 

uC-osflcyp078dllbl 

BLASTX 

g3395938 

266 

2.0e-38 

106 

78 

(AF07 6924) polypyrimidine tract-binding protein homolog 
[Arabidopsis thaliana] 



Seq. No. 



392374 



49953 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



31035JL.R1084 

uC-osflcyp078dl2bl 

BLASTX 

g2827702 

346 

9.0e-56 

169 
61 

(AL021684) predicted protein [Arabidopsis thaliana] 
392375 

31038_1.R1084 
uC-osflcyp!26e02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 



392376 

31041_1.R1084 

g3766947 

BLASTX 

g3193284 

338 

1.0e-52 

230 
50 

(AF069298) No 



definition line found [Arabidopsis thaliana] 



392377 

31046_1.R1084 
uC-osflcyp078f05bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



392378 

31046_2.R1084 
g5003553 

392379 

31047_1.R1084 

uC-osflcyp078f06bl 

BLASTX 

g4185143 

651 

8.0e-68 

189 

66 

(AC005724) putative signal recognition particle receptor 
beta subunit [Arabidopsis thaliana] 

392380 

31066JL.R1084 
uC-osflcyp078hllbl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
•NCBI GI 
BLAST score 
E value 
Match length 



392381 

31068_1.R1084 

uC-osflcyp080a02bl 

BLASTX 

g5453694 

191 

4 .0e-14 

94 



49954 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41 



cell cycle-regulated factor (78 kDa) >gi_3201964 (AF068007) 
cell cycle-regulated factor p78 [Homo sapiens] 



392382 

31Q69_1.R1084 
uC-osflcyp080a03al 

392383 

31070_1.R1084 

uC-osflcyp080a04bl 

BLASTX 

gl086586 

259 

5.0e-22 

190 
31 

(U41007) similar to G beta repeats 
[Caenorhabditis elegans] 



(PROSITE:PS00670) 



392384 

31075_1.R1084 

uC-osflcyp08 0al0bl 

BLASTX 

g5690010 

293 

3.0e-26 

120 
51 

(AJ132472) Family 3 Glycoside Hydrolase [Rurru no coccus 
f lavef aciens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 



392385 

31091_1.R1084 

uC-osflcyp080d02bl 

BLASTX 

g5107819 

500 

3.0e-50 

144 

65 

(AF149413) contains similarity to arabinosrdase 
[Arabidopsis thaliana] 

392386 

31096_1.R1084 
g2428054 

392387 

31121_1.R1084 
g2428639 

392388 

31129_1.R1084 
g4715322 
BLASTX 
g3880625 



49955 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305 

3.0e-27 

150 

49 

(Z93785) predicted using Genefinder; similar to RNA 
recognition motif, (aka RRM, RBD, or RNP domain); cDNA EST 
EMBL:T01682 comes from this gene; cDNA EST EMBL :M75823 
comes from this gene; cDNA EST EMBL:D27559 comes from this 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392389 

31132JL.R1084 
uC-osflM202066fllbl 

392390 

31134_1.R1084 

uC-osflcyp081c04bl 

BLASTX 

gll72635 

344 

3.0e-51 

117 
91 

26S PROTEASE REGULATORY SUBUNIT 4 HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 2} >gi_556558_db j_BAA04615_ (D17789) rice 
homologue of Tat binding protein [Oryza sativa] 



Seq. No. 
Contig ID 
5 T -most EST 



392391 

31135JL.R1084 
uC-osflcyp081c05bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



392392 

31138_1.R1084 

uC-osflcyp081cl2bl 

BLASTX 

g4544438 

165 

2.0e-ll 

79 

46 

(AC006592) hypothetical protein [Arabidopsis thaliana] 
392393 

31150_1.R1084 

uC-osflcyp081e07bl 

BLASTX 

g4539335 

506 

1.0e-103 

243 
71 

(AL035539) putative protein [Arabidopsis thaliana] 
392394 

31151_2.R1084 
g4716324 
BLASTX 
g4877775 



49956 







E value 


4.0e-09 


Match length 


39 


% identity 


56 


NCBI Description 


(AF126531) putative DNA-directed RNA polymerase III Cl: 




subunit [Homo sapiens] 


Seq. No. 


392395 


Contig ID 


31155 1.R1084 


5 '-most EST 


g568011 


Method 


BLASTX 


KfrRT (IT 


nA QRQ4 61 


BLAST score 


618 


E value 


4.0e-64 


Match length 


156 


% identity 


81 


NCBI Description 


(AF126053) RACB small GTP binding protein [Zea mays] 


Seq. No. 


392396 


Contig ID 


31157 1.R1084 


5 '-most EST 


g2309743 


Method 


BLASTX 


NCBI GI 


g3023713 


BLAST score 


905 


T7 1 TT alii iCl 

Hi Value 


/ • U fci jo 


Match length 


186 


% identity 


94 


NCBI Description 


ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 




(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSE1) >gi_780372 




{U09450) enolase [Oryza sativa] 


Seq. No. 


392397 


Contig ID 


31161 1.R1084 


5 '-most EST 


uC-osflcyp081fllbl 


Method 


BLASTX 




y OO ¥ f 


BLAST score 


649 


E value 


8.0e-68 


Match length 


151 


Q. A /-I +■ -i •l-rr 

^ luentity 


0 J 


NCBI Description 


(L27484) calcium-dependent protein kinase [Zea mays] 


Seq. No. 


392398 


Contig ID 


31163 1.R1084 


5' -most EST 


uC-osflcyp081g05bl 


Seq. No. 


392399 


Contig ID 


31166 1.R1084 


5 '-most EST 


uC-osroM202001h03bl 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


893 


E value 


2.0e-97 


Match length 


203 


% identity 


88 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glycine max] 



49957 



Seq. No. 


392400 


Contig ID 


31168 1.R1084 


5' -most EST 


g2443157 


Method 


BLASTX 


NCBI GI 


g5306244 


BLAST score 


203 


E value 


2.0e-15 


Match length 


165 




36 


NCBI Description 


(AC006438) unknown protein [Arabidopsis thaliana] 


Seq. No. 


392401 


font" in TV) 


O X X \J U • X\_L U G r± 


5 '-most EST 


g37 69043 


Seq. No. 


392402 


Contig ID 


31172 1.R1084 


5 '-most EST 


uC-osflcyp081h07bl 


Seq. No. 


392403 


Contig ID 


31180 1.R1084 


5 '-most EST 


uC-osroM202017b03bl 


Method 


BLASTX 


NCBI GI 


g4455364 


D] ACT" crr»ro 




E value 


3.0e-18 


Match length 


85 


% identity 


52 


NPRT np=ipri r^t~ i nn 

L\ J_J J. LJ 53 O J L Ks t LWil 






thaliana] 


Seq. No. 


392404 


Contig ID 


31188 1.R1084 


5 '-most EST 


uC-osflcypl53f05al 


Seq. No. 


392405 


Contig ID 


31201 1.R1084 


5 '-most EST 


uC-osflcyp082e09bl 


Method 


BLASTX 


NCBI GI 


g4115925 


BLAST score 


484 


E value 


2.0e-48 


Match length 


151 


% identity 


38 



NCBI Description 



(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score-5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi__4539439_emb_CAB40027.1_ (AL049523) RNA-binding protein 
[Arabidopsis thaliana] >gi_4 959384_gb_AAD34 325 . 1_ 
(AF109721) RNA-binding protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



392406 

31208_1.R1084 
uC-osflcyp082gl0bl 



Seq. No. 
Contig ID 
5' -most EST 



392407 

31209_1.R1084 
g4879510 



49958 



Seq. No. 


392408 


Contig ID 


31213 1.R1084 


5' -most EST 


uC-osflM202049g07bl 


Seq. No. 


392409 


Contig ID 


31217 1.R1084 


5 1 -most EST 


g2310471 


Midi - H r^H 




NCBI GI 


gl781115 


BLAST score 


158 


E value 


2.0e-10 




74 


% identity 


42 


NCBI Description 


(Z83864) glpQl [Myc< 


Seq. No. 


392410 


Contig ID 


31235 1.R1084 


5' -most EST 


uC-osflcyp085cllbl 


Seq. No. 


392411 


Contig ID 


31243 1.R1084 


5' -most EST 


g2798990 


Method 


BLASTX 


NCBI GI 


g2499819 


BLAST score 


330 


E value. 


6.0e-37 


Match length 


92 


% identity 


84 


NCBI Description 


ASPARTIC PROTEINASE 



YZASIN 1 PRECURSOR 

>gi_2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi_1030715__dbj_BAA0687 6_ (D32165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj_BAA06875_ (D32144) aspartic 
protease [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392412 

31243_2.R1084 

g2799147 

BLASTX 

gll68536 

279 

2.0e-24 

112 

55 

PHYTEPSIN PRECURSOR (ASPARTIC PROTEINASE) 

>gi_100567_pir S19697 aspartic proteinase 

precursor - barley >gi_18 904_emb_CAA39602_ 
aspartic proteinase [Hordeum vulgare] 



(EC 3.4.23.-) 

(X56136) 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



392413 

31243_3.R1084 

g2799538 

BLASTX 

g2499819 

962 

1.0e-152 

317 



49959 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 

ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 

>gi_2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi_1030715_dbj_BAA06876_ (D32165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj_BAA06875_ (D32144) aspartic 
protease [Oryza sativa] 

392414 

31247JL.R1084 

uC-osflcypl57cl0bl 

BLASTX 

g4539371 

174 

3.0e-12 

84 

40 

(AL04 9525) putative protein [Arabidopsis thaliana] 
392415 

31253_1.R1084 
uC-osflcyp085g01bl 

392416 

31254_1.R1084 
uC-osflcyp085g02bl 

392417 

31278JL.R1084 

g2799399 

BLASTX 

g3319353 

189 

2.0e-23 

94 

53 

(AF077407) contains similarity to copper-binding proteins 
[Arabidopsis thaliana] 

392418 

31280_1.R1084 

uC-osflcyp086bllbl 

BLASTX 

g5354158 

599 

4.0e-62 

156 

69 

(AF149841 
thaliana] 



[Arabidopsis 
(AF149842) 



Seq. No. 
Contig ID 
5' -most EST 
Method 



digalactosyldiacylglycerol synthase 
>gi_5 35416 0_gb_AAD 4 2379. 1_AF1 4984 2_1 
digalactosyldiacylglycerol synthase [Arabidopsis thaliana] 
>gi_6041825_gb_AAF02140.1_AC009918_12 (AC009918) 
digalactosyldiacylglycerol synthase [Arabidopsis thaliana] 

392419 

31291JL.R1084 

g4715089 

BLASTX 



49960 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5813796 
200 

3.0e-15 

112 
39 

(AF082862) unknown [Pisum sativum] 
392420 

31294_2.R1084 

uC-osflm202109ellbl 

BLASTX 

g4455274 

173 

5.0e-12 

94 

43 

(AL035527) spliceosome associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



392421 

31297_1.R1084 
uC-osflcyp086e06bl 

392422 

31303_1.R1084 

uC-osflM202014d08bl 

BLASTX 

g2117937 

584 

2.0e-60 

159 

72 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
barley >gi_JL212996_emb_CAA62689_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 

392423 

31322_1.R1084 

uC-osflcyp08 6hl2bl 

BLASTX 

gl491712 

222 

9.0e-18 

117 
42 

(X99961) unknown [Homo sapiens] 
392424 

31351_1.R1084 
g2799934 

392425 

31364JL.R1084 

uC-osflM202035d07bl 

BLASTX 

g3426041 

664 



49961 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-69 

198 

59 

(AC005168) 



unknown protein [Arabidopsis thaliana] 



392426 

31373_1.R1084 

uC-osflm202102bl2bl 

BLASTX 

g2708741 

978 

1.0e-106 

241 

76 

(AC003952) hypothetical protein [Arabidopsis thaliana] 
392427 

31375_1.R1084 

uC-osflcyp088h01bl 

BLASTX 

g4581164 

335 

3.0e-31 

168 
41 

(AC006220) putative polyprotein [Arabidopsis thaliana] 
392428 

31400JL.R1084 

g2280557 

BLASTX 

g3212854 

254 

1.0e-21 

157 

38 

(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 


392429 


Contig ID 


31405 1.R1084 


5' -most EST 


uC-osflcyp089g01bl 


Seq. No. 


392430 


Contig ID 


31407 1.R1084 


5 '-most EST 


uC-osflcyp089g05bl 


Method 


BLASTX 


NCBI GI 


g3201627 


BLAST score 


540 


E value 


5.0e-55 


Match length 


122 


% identity 


77 


NCBI Description 


(AC004669) putative 


Seq. No. 


392431 


Contig ID 


31417 1.R1084 


5' -most EST 


uC-osflcyp090a08bl 


Method 


BLASTX 



SWH1 protein [Arabidopsis thaliana] 



49962 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



g3785978 
293 

8.0e-28 

121 
56 

(AC005560) unknown protein [Arabidopsis thaliana] 
392432 

31424JL.R1084 

g4969118 

BLASTX 

g6016877 

166 

5.0e-ll 

47 

62 

(AP000570) ESTs AU077 642 (E30706) , AU07764 1 (E30706) 
correspond to a region of the predicted gene.; hypothetical 
protein [Oryza sativa] 

392433 

31442JL.R1084 
uC-osflcyp091b05bl 

392434 

31447JL.R1084 
g4715143 

392435 

31451_1.R1084 
g2427633 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



392436 

31452_1.R1084 

uC-osflM202068hllbl 

BLASTX 

g2244855 

148 

5.0e-09 

95 

42 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
392437 

31454_1.R1084 

uC-osflm202104g02bl 

BLASTX 

g401237 

1154 

1.0e-142 

319 

80 

UBIQUITIN-ACTIVATING ENZYME El 2 >gi_170684 (M90663) 
ubiquitin activating enyme [Triticum aestivum] 

392438 

31488 1.R1084 



49963 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflcypl06fllbl 

BLASTX 

gl495768 

253 

7.0e-22 

108 

52 

(Z68506) 
(IEP110) 



chloroplast inner envelope protein, 
[Pisum sativum] 



110 kD 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



392439 

31495_1.R1084 

g2428559 

BLASTX 

gl353193 

351 

4.0e-33 

134 

57 

0 -METHYL TRANSFERASE ZRP4 (OMT) >gi_542 18 6_pir JQ2268 

O-methyltransf erase {EC 2.1.1.-) - maize >gi_404070 
(L14 063) O-methyltransf erase [Zea mays] 

392440 

31507_1.R1084 
g3761343 

392441 

31509JL.R1084 

uC-osflcyp093e08bl 

BLASTX 

g3860262 

359 

3.0e-34 

126 

60 

(AC005824) unknown protein [Arabidopsis thaliana] 
392442 

31514JL.R1084 

g4881052 

BLASTX 

g2407617 

314 

1.0e-62 

224 

58 

(AF017984) glutathione synthetase [Lycopersicon esculentum] 
392443 

31520_1.R1084 
uC-osflcyp095a05bl 

392444 

31524JL.R1084 

uC-osflM202095g05bl 

BLASTX 



49964 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3790188 
351 

4.0e-33 

104 

66 

(Y14 4 31) NAD-dependent isocitrate dehydrogenase [Nicotiana 
tabacum] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392445 

31525JL.R1084 
g5003831 

392446 

31542JL.R1084 

uC-osflM202053g09bl 

BLASTX 

g4455232 

663 

1.0e-69 

150 

76 

(AL035523) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392447 

31555_1.R1084 

uC-osroM202039b09bl 

BLASTX 

g4914414 

462 

4.0e-46 

148 

66 

(AL050352) Ca2+-transporting ATPase-like protein 
[Arabidopsis thaliana] 

392448 

31556JL.R1084 

uC-osflM202098d05bl 

BLASTX 

g3785989 

185 

9.0e-14 

127 
38 

(AC005560) unknown protein [Arabidopsis thaliana] 



392449 

31559_1.R1084 

g5004361 

BLASTX 

g3023945 

620 

2.0e-81 

187 
84 

HISTONE DEACETYLASE (HD) >gi_2318131 
deacetylase [Arabidopsis thaliana] 



(AF014824) histone 



49965 



Seq. No. 


392450 


Contig ID 


31559 2.R1084 


5 '-most EST 


g5455382 


Metnoa 




NCBI GI 


g4467119 


BLAST score 


546 


E value 


5.0e-56 


Match length 


113 


% identity 


88 


NCBI Description 


(AL035538) Histone deacetylase [Arabidopsis thaliana 


Seq. No. 


392451 


Contig ID 


31568 1.R1084 


5 T -most EST 


uC-osflcyp096f01bl 


Method 


BLASTX 


Vf/TD T r*T 
JNUdI bl 


go*i / OJJU 


BLAST score 


161 


E value 


2.0e-10 


Match length 


99 


% identity 


7 


NCBI Description 


(AF130441) UVB-resistance protein UVR8 [Arabidopsis 




thaliana] 


Seq. No. 


392452 


Contig ID 


31580 1.R1084 


5' -most EST 


uC-osflM202066b07bl 


Method 


BLASTX 


NCBI GI 


gl34102 


BLAST score 


1030 


E value 


1.0e-149 


Match length 


459 


% identity 


76 



NCBI Description 



RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_72959_pir HHWTBA ribulose-bisphosphate carboxylase 

subunit-binding protein alpha chain - wheat (fragment) 
>gi_1345582_emb_CAA30699_ (X07851) rubisco subunit 
binding-protein alpha subunit ( 543 AA ) [Triticum 
aestivum] 



Seq. No. 
Contig ID 
5 1 -most EST 



392453 

31585JL.R1084 
gl632395 



Seq. No. 

Contig ID 
5' -most EST 



392454 

31585_2.R1084 
g5004025 



Seq. No. 

Contig ID 
5' -most EST 



392455 

31590_1.R1084 
uC-osflcyp097b06bl 



Seq. No. 

Contig ID 
5 f -most EST 



392456 

31614_1.R1084 
uC-osflcyp097g09bl 



49966 



Seq. No. 


392457 


Contig ID 


31628 1.R1084 


5' -most EST 


uC-osflcyp!26allbl 


Method 


BLASTX 


NCBI GI 


g3859659 


DT ACT 1 enAvo 

rSJLiAo i score 


A 0 R 
4 U D 


E value 


2.0e-39 


Match length 


168 


% identity 


51 


NCBI Description 


^H.1iU010^4J pULaLlvc pOuaoblUlll LXaufapul Ucl j 




[Arabidopsis thaliana] 


Seq. No. 


392458 


Contig ID 


31637 1.R1084 


5' -most EST 


uC-osflcyp098e01bl 


Seq. No. 


392459 


Contig ID 


31642 1.R1084 


5' -most EST 


g2796597 


Method 


BLASTX 


MnDT PT 
JNCtSl ul 


y 1 OO^l VJ O r± 


BLAST score 


168 


E value 


8.0e-12 


Match length 


89 


% identity 




NCBI Description 


(D90902) hypothetical protein [Synechocyst 


Seq. No. 


392460 


Contig ID 


0 1 04 0 1 . KlUo 4 


5 '-most EST 


uC-osflcyp098g01bl 


Seq. No. 


392461 


Lonng 1JJ 


jlOflO 1.KJ.U04 


5' -most EST 


uC-osf 1M20204 9hl0bl 


Seq. No. 


392462 


Contig ID 


31661 1.R1084 


5 '-most EST 


g2800277 


Seq. No. 


392463 


Contig ID 


31667 1.R1084 


5 '-most EST 


uC-osflm202002dl0bl 


Method 


BLASTX 


NCBI GI 


g730290 


BLAST score 


625 


E value 


6.0e-65 


Match length 


227 


% identity 


54 


NCBI Description 


PECTATE LYASE PRECURSOR >gi 322883 pir S2 



lyase - trumpet lily >gi_194 51_emb_CAA7 8 976_ (Z17328) 
pectate lyase [Lilium longiflorum] >gi___308902 (L18911) 
pectate lyase [Lilium longiflorum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



392464 

31667_2.R1084 

uC-osflcypl26a02bl 

BLASTX 



49967 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g730290 
150 

1.0e-09 

61 

51 

PECTATE LYASE PRECURSOR >gi__322883_pir S29612 pectate 

lyase - trumpet lily >gi_19451_emb_CAA7897 6_ (Z17328) 
pectate lyase [Lilium longif lorum] >gi_308902 (L18911) 
pectate lyase [Lilium longiflorum] 

392465 

31675_1.R1084 

uC-osflcyp099g01bl 

BLAST X 

g4585614 

140 

4.0e-12 

92 
49 

(AL04 9628) L-aspartate oxidase [Streptomyces coelicolor] 



Seq. No. 
Contig ID 
5' -most EST 



392466 

31678_1.R1084 
uC-osflcyp099g06bl 



Seq. No. 
Contig ID 
5 '-most EST 



392467 

31685JL.R1084 
uC-osflcyp005f07bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392468 

31695_1.R1084 

uC-osroM202032f04bl 

BLASTX 

g4567250 

224 

8.0e-18 

115 

45 

(AC007070) hypothetical protein [Arabidopsis thaliana] 
392469 

31700_1.R1084 

uC-osflcypl01d05bl 

BLASTX 

g6005948 

145 

6.0e-09 

49 

49 

WW domain binding protein 4 (formin binding protein 21) 
>gi__3550080 (AF071185) formin binding protein 21 [Homo 
sapiens] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 



392470 

31707_1.R1084 

uC-osflcypl01e09bl 

BLASTX 



49968 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3150415 
637 

2.0e-66 

180 
25 

(AC004165) secl3-related protein [Arabidopsis thaliana] 
>gi_3420046 (AC004680) sec!3-related protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



392471 

31718_1.R1084 
uC-osflcypl01g09bl 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392472 

31722JL.R1084 
g2428722 

392473 

31724_1.R1084 

uC-osflcypl54e09bl 

BLASTX 

g4558552 

299 

7.0e-27 

73 
41 

(AC007138) putative P-glycoprotein-like protein 
[Arabidopsis thaliana] 

392474 

31736_1.R1084 

g3462538 

BLASTX 

g5103807 

802 

1.0e-85 

200 
71 

(AC007591) Contains similarity to gb_AF014403 type-2 
phosphatidic acid phosphatase alpha-2 (PAP2__a2) from Homo 
sapiens. ESTs gb_T88254 and gb_AA394650 come from this 
gene. [Arabidopsis thaliana] 

392475 

31743_1.R1084 

uC-osflm202113hllbl 

BLASTX 

g3063468 

158 

5.0e-16 

72 
69 

(AC003981) F22O13.30 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



392476 

31747JL.R1084 
g4714103 



49969 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5091498 

289 

6.0e-26 

54 

100 

(AB023482) ESTs AU058067 (E20733) , AAU058070 (E20873) 
correspond to a region of the predicted gene.; Similar to 
Populus tremuloides caffeoyl-CoA 3-O-methyltransf erase 
mRNA, complete cds. (U27116) [Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 



392477 

31756_1.R1084 
uC-osrocyp031hllbl 



Seq. No. 
Contig ID 
5 1 -most EST 



392478 

31764_1.R1084 
uC-osflcyp!06g09bl 



Seq. No. 

Contig ID 
5 T -most EST 



392479 

31765_1.R1084 
uC-osflcypl56g04bl 



Seq. No. 
Contig ID 
5 '-most EST 



392480 

31775JL.R1084 
g4714785 



Seq. No. 
Contig ID 
5' -most EST 



392481 

31783_1.R1084 
uC-osflcypl07b06bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392482 

31784_1.R1084 

uC-osflcypl07b08bl 

BLASTX 

gl877397 

716 

2.0e-75 

147 

88 

(Y11591) shaggy-like kinase [Ricinus communis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392483 

31789JL.R1084 

g2312179 

BLASTX 

gll68518 

265 

5.0e-23 

84 
56 

APURINIC , ENDONUC LEASE -REDOX PROTEIN (DNA- (APURINIC OR 
APYRIMIDINIC SITE) "iiYASE) " >gi_472869_emb_CAA54234__ (X76912) 
ARP protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 



392484 

31792 1.R1084 
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5' -most EST 


g5003490 


Method 


BLASTX 




go / jC5 jOZ 


BLAST score 


484 


E value 


3.0e-50 


Match length 


243 


% identity 


52 


NCBI Description 


(AL021637) putative protein 


Seq. No. 


392485 


Contig ID 


31807 1.R1084 


5' -most EST 


uC-osflcypl07g02bl 


Method 


BLASTX 


NCBI GI 


gl730560 


BLAST score 


788 


E value 


a n <=s _ q /i 

4 . Ue— 0 4 


Match length 


189 


% identity 


75 


NCBI Description 


ALPHA-GLUCAN PHOSPHORYLASE, 




n) >gi oiuyj^ eirijo UAAo4 4y4 




phosphorylase type H [Vicia 


Seq. No. 


392486 


Contig ID 


oon i oiriQ/i 
olozU 1.K1Uo4 


5 '-most EST 


uC-osflcypl07hllbl 


Seq. No. 


392487 


Contig ID 


31827 1.R1084 


5' -most EST 


g4715806 


Seq. No. 


392488 


Contig ID 


31845 1.R1084 


5 '-most EST 


uC-osflcypl08f03bl 


Method 


BLASTX 


NCBI GI 


g5091520 


BLAST score 


716 


E value 


8.0e-76 


Match length 


158 


% identity 


89 



H ISOZYME {STARCH PHOSPHORYLASE 
(Z35117) alpha 1,4-glucan 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AB023482) ESTs AU058081 (E30812 ) , AU058365 (E50679) , 
AU030138 (E50679) correspond to a region of the predicted 
gene.; Similar to Spinacia oleracea mRNA for proteasome 
37kD subunit. (X96974) [Oryza sativa] 

392489 

31845_2.R1084 

g570166 

BLASTX 

g5091520 

303 

1.0e-27 

83 
77 

(AB023482) ESTs AU058081 (E30812 ) , AU058365 (E50679) , 
AU030138 (E50679) correspond to a region of the predicted 
gene.; Similar to Spinacia oleracea mRNA for proteasome 
37kD subunit . (X96974) [Oryza sativa] 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



392490 

31851JL.R1084 
uC-osflcypl08g04bl 

392491 

31855_1.R1084 
uC-osflm202120e01bl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



392492 

31877_1.R1084 
uC-osflcyp!0 9d02bl 

392493 

31884_1.R1084 
g286854 

392494 

31887_1.R1084 

g2309997 

BLASTX 

g3212861 

715 

3.0e-75 

284 

51 

(AC004005) unknown protein [Arabidopsis thaliana] 
392495 

31888_1.R1084 

uC-osflcypl09el0bl 

BLASTX 

gl747294 

465 

2.0e-74 

176 

85 

(D45383) vacuolar H+-pyrophosphatase [Oryza sativa] 
392496 

31891JL.R1084 
uC-osflcypl09f05bl 

392497 

31893JL.R1084 
uC-osflcypl09f09bl 

392498 

31917_1.R1084 
uC-osflcypll0a05bl 

392499 

31922_1.R1084 

uC-osflM202043d09bl 

BLASTX 

g6091746 

1480 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-179 

383 
79 

(AC010797) putative sulfite oxidase [Arabidopsis thaliana] 
392500 

31930JL.R1084 
gl438558 

392501 

31932JL.R1084 
uC-osflcypllObllbl 

392502 

31950_1.R1084 

uC-osflcypll0dl2bl 

BLASTX 

g3080391 

183 

2.0e-13 

117 
41 

(AL022603) putative protein [Arabidopsis thaliana] 
392503 

31954_1.R1084 

uC-osflcypll0e04bl 

BLASTX 

g4455174 

152 

7.0e-22 

84 

65 

(AL035521) putative protein [Arabidopsis thaliana] 
392504 

31959JL.R1084 

uC-osflcypllOellbl 

BLASTX 

g3451068 

438 

3.0e-43 

141 

65 

(AL031326) putative protein [Arabidopsis thaliana] 
392505 

31962_1.R1084 

uC-osroM202040d04bl 

BLASTX 

g2150002 

552 

1.0e-75 

177 
81 

(AF000940) ribonuclease [Hordeum vulgare] 
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Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



392506 

31975JL.R1084 

uC-osflcypll0g09bl 

BLASTX 

g3540195 

443 

9.0e-44 

109 

37 

(AC004260) Unknown protein [Arabidopsis thaliana] 
392507 

31976JL.R1084 
uC-osflcypllOglObl 

392508 

31977_1.R1084 

g2280538 

BLASTX 

gl888357 

323 

4.0e-56 

235 
52 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

392509 

31987_1.R1084 

uC-osflcypll0hl2bl 

BLASTX 

g3063469 

289 

2.0e-25 

173 

41 

(AC003981) F22013.31 [Arabidopsis thaliana] 
392510 

31990_1.R1084 

uC-osflcyplllb04bl 

BLASTX 

g6102610 

254 

1.0e-21 

128 

39 

(AF187317) CAF protein [Arabidopsis thaliana] 
392511 

31993JL.R1084 

g4969140 

BLASTX 

g3047104 

183 

2.0e-13 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 
50 

(AF058919) 



No definition line found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 



392512 

31995JL.R1084 

uC-osflcyplllal2bl 

BLASTX 

gl806140 

180 

9.0e-13 

79 
51 

(X97314) cdc2MsC [Medicago sativa] 
392513 

31999_1.R1084 

uC-osflcyplllb05bl 

BLASTX 

g2499115 

694 

1.0e-106 

267 
70 

VACUOLAR ASSEMBLY PROTEIN VPS41 HOMOLOG >gi_1835788 
(U86662) VPS41 [Lycopersicon esculentum] 

392514 

32004_1.R1084 
uC-osflcyplllc02bl 

392515 

32009JL.R1084 

uC-osflcyplllcl2bl 

BLASTX 

g3806016 

1121 

1.0e-123 

281 
78 

(AF053104) peroxisomal targeting signal 1 receptor; PTS1 
receptor; Pex5p [Nicotiana tabacum] 

392516 

32010_JL.R1084 

uC-osflcypllld03bl 

BLASTX 

g4406761 

432 

2.0e-42 

131 

68 

(AC006836) putative ubiquinone biosynthesis protein 
[Arabidopsis thaliana] 

392517 

32012 1.R1084 
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5 '-most EST 



uC-osflcyplllci05bl 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



392518 

32016_1.R1084 
g3763629 

392519 

32029_1.R1084 

uC-osflcyplllgOlbl 

BLASTX 

g4309726 

158 

1.0e-10 

127 
34 

(AC006439) hypothetical protein [Arabidopsis thaliana] 
392520 

32034_1.R1084 

g428334 

BLASTX 

gl742959 

472 

2.0e-47 

117 

75 

(Z71450) CLC-d chloride channel protein [Arabidopsis 
thaliana] 

392521 

32041_1.R1084 

uC-osflcyplllh06bl 

BLASTX 

gl946368 

371 

4.0e-35 

194 
48 

(U93215) unknown protein [Arabidopsis thaliana] 
392522 

32059_1.R1084 
uC-osflcypll2c03bl 

392523 

32069JL.R1084 
uC-osroM202032f04al 

392524 

32072_1.R1084 

uC-osflcypl61f09bl 

BLASTX 

g5731756 

294 

7.0e-32 

156 

39 
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NCBI Description (AL109819) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392525 

32073JL.R1084 

g5003073 

BLASTX 

g4337174 

282 

1.0e-24 

94 
59 

(AC006416) Similar to gi_1573829 HI0816 aminopeptidase P 
homolog (pepP) from Haemophilus influenzae genome 
gb U327 64. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392526 

32073_2.R1084 

uC-osflcypll2dl0bl 

BLASTX 

g4337174 

698 

2.0e-73 

229 

58 

(AC006416) Similar to gi_1573829 HI0816 aminopeptidase P 
homolog (pepP) from Haemophilus influenzae genome 
gb_U32764. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



392527 

32075JL.R1084 
uC-osflcypll2e01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392528 

32106_1.R1084 

g3107179 

BLASTX 

g6041797 

434 

1.0e-48 

236 

50 

(AC009755) unknown protein [Arabidopsis thaliana] 



Seq. No. 


392529 


Contig ID 


32124 1.R1084 


5 T -most EST 


uC-osflcyp!20d02bl 


Seq. No. 


392530 


Contig ID 


32125 1.R1084 


5' -most EST 


uC-osflM202097bl2bl 


Seq. No. 


392531 


Contig ID 


32126 1.R1084 


5 '-most EST 


uC-osflcyp!20d04bl 


Method 


BLASTX 


NCBI GI 


g3250676 


BLAST score 


377 
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E value 4.0e-4 6 

Match length 254 

% identity 44 

NCBI Description (AL024486) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392532 

32135JL.R1084 
uC-osflcypl20e02bl 

392533 

32139JL.R1084 

g2427610 

BLASTX 

g4138732 

143 

1.0e-08 

97 
5 

(Y17332) proline-rich protein [Zea mays] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392534 

32142_1.R1084 

g572012 

BLASTX 

g3914467 

489 

4.0e-79 

251 

66 

26S PROTEASOME REGULATORY SUBUNIT S3 
>gi_18 64003_dbj_BAA19252__ (AB001422) 
tabacum] 



(NUCLEAR ANTIGEN 21D7) 
21D7 [Nicotiana 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



392535 

32155_1.R1084 

g2801209 

BLASTX 

gl946329 

510 

1.0e-51 

141 
70 

(U69154) prohibitin 



392537 

32196_1.R1084 

uC-osflcypl21d09bl 

392538 

32197JL.R1084 

uC-osflcypl21dl0bl 

BLASTN 

g2149018 



[Nicotiana tabacum] 



392536 

32192_1.R1084 
g2280752 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

7.0e-16 

69 
57 

Oryza sativa putative ADP-glucose pyrophosphorylase subunit 
SH2 and putative NADPH-dependent reductase Al genes, 
complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392539 

32212JL.R1084 

g2310256 

BLASTX 

g3819164 

351 

4.0e-33 

131 

54 

(AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392540 

32224_1.R1084 

uC-osflcypl21h01bl 

BLASTX 

g3929333 

192 

1.0e-14 

63 

60 

CYTOCHROME P450 76B1 ( 7-ETHOXYCOUMARIN O-DEETHYLASE ) <ECOD) 
{ PHENYLUREA DEALKYLASE) >gi_237 0230_emb_CAA71054_ (Y09920) 
7-ethoxycoumarin O-deethylase [Helianthus tuberosus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392541 

32228JL.R1084 

uC-osflcypl21hl0bl 

BLASTX 

g3063471 

318 

4.0e-29 

93 
62 

(AC003981) F22013.33 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392542 

32234_1.R1084 

uC-osflcypl22a09bl 

BLASTX 

g4126473 

306 

8.0e-28 

131 

46 

(AB014884) adenylyl cyclase associated protein [Gossypium 
hirsutum] 



Seq. No. 



392543 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32240_1.R1084 

uC-osflM202090b04bl 

BLASTX 

g2497953 

243 

2.0e-38 

117 

72 

MOLYBDOPTERIN BIOSYNTHESIS CNX1 PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNX1) >gi_1263314 (L47323) 
molybdenum cofactor biosynthesis enzyme [Arabidopsis 
thaliana] >gi_44 69123_emb_CAB38312_ (AJ236870) molybdenum 
cofactor biosynthesis enzyme [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392544 

32242JL.R1084 

uC-osrocyp013f lObl 

BLASTX 

gl076668 

388 

3.0e-37 

87 
84 

NADH dehydrogenase (EC 1, 
>gi_63 98 3 4_emb_CAA5 8 8 2 3_ 
[Solanum tuberosum] 



6.99.3) - potato 

(X83999) NADH dehydrogenase 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392545 

32247_1.R1084 

uC-osflcypl22c01bl 

BLASTX 

g4530585 

315 

8.0e-29 

85 
68 

(AF130978) 



B12D protein [Ipomoea batatas] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392546 

32254_1.R1084 

uC-osroM202010h07bl 

BLASTX 

g3935181 

441 

2.0e-43 

98 
80 

(AC004557) F17L21.24 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



392547 

32277_1.R1084 

g702345 

BLASTX 

g2827143 

550 

1.0e-112 
276 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



76 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

392548 

32278_1.R1084 

uC-osflM202123a06bl 

BLASTX 

g4263711 

839 

7.0e-90 

248 

63 

(AC006223) putative CCR4-associated transcription factor 
[Arabidopsis thaliana] 

392549 

32298_1.R1084 
uC-osflcypl23bl2bl 

392550 

32304_1.R1084 

uC-osflcypl62hl2bl 

BLASTX 

g2208988 

399 

2.0e-38 

91 

81 

(Y10117) signal recognition particle subunit 9 [Zea mays] 
392551 

32305_1.R1084 
uC-osflcypl23c04bl 

392552 

32316_1.R1084 

uC-osroM202022d02bl 

BLASTX 

g2943792 

557 

9.0e-92 

195 
81 

(AB006809) PV72 [Cucurbita sp.] 
392553 

32320JL.R1084 
uC-osflcypl23e09bl 



392554 

32326JL 

g427766 

BLASTX 

g940288 

227 

2.0e-19 



R1084 



49981 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



103 
30 

(L43510) protein localized in the nucleoli of pea nuclei; 
ORF; putative [Pisum sativum] 

392555 

32327_2.R1084 

gl631784 

BLASTX 

g6016437 

217 

2.0e-22 

168 

39 

KINESIN HEAVY CHAIN >gi_1947184 (L47106) kinesin 
[Neurospora crassa] 

392556 

32330JL.R1084 

g701963 

BLASTX 

g4581109 

582 

6.0e-60 

144 

74 

(AC005825) unknown protein [Arabidopsis thaliana] 
392557 

32331_1.R1084 

g426828 

BLASTX 

g5730132 

374 

1.0e-35 

77 
90 

(AL109796) snRNP Sm protein F-like [Arabidopsis thaliana] 
392558 

32337_1.R1084 
uC-osflcypl53c02bl 

392559 

32345_1.R1084 
g2800475 

392560 

32357_1.R1084 

uC-osflcypl24d01bl 

BLASTX 

g5441893 

502 

8.0e-51 

139 
55 

(AP000367) ESTs C99174 (E10437 ) , D22295 (C10709) correspond to 
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a region of the predicted gene.; Similar to Arabidopsis 
thaliana BAC genomic sequence. (AC005314) [Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392561 

32362JL.R1084 

g4879769 

BLASTX 

g3367732 

379 

2.0e-36 
74 

100 

(Y17835) p7 protein [Phleum pratense] 
392562 

32367_1.R1084 

uC-osrocyp027b09bl 

BLASTX 

g3128186 

251 

3.0e-21 

74 
68 

(AC004521) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



392563 

32373_1.R1084 
g4715506 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392564 

32381JL.R1084 

uC-osflcypl24gl0bl 

BLASTX 

g2894378 

392 

6.0e-38 

104 
79 

(Y14573) putative ribophorin I 



homologue [Hordeum vulgare] 



392565 

32397_1.R1084 

uC-osroM202016d08bl 

BLASTX 

g4966344 

463 

5.0e-46 

167 
56 

(AC006341) ESTs gb_F15498 / gb_H37515, gb__T41906, gb_T22448, 
gb_W43356 and gb_T20739 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



392566 

32405JL.R1084 
uC-osflcypl25c02bl 
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Seq. No. 


392567 


Contig ID 


32408 1.R1084 


5' -most EST 


uC-osflcypl25c05bl 


Seq. No. 


392568 


Contig ID 


32420 1.R1084 


5' -most EST 


uC-osflcypl25d07bl 


Method 


BLASTX 


MpDT (IT 




BLAST score 


237 


E value 


1.0e-19 


Match length 


64 


% identity 


66 


NCBI Description 


(AC007296) F25C20.6 


Seq. No. 


392569 


Contig ID 


32423 1.R1084 


5' -most EST 


uC-osflcypl54dllbl 


Method 


BLASTX 




y i / u oy D o 


BLAST score 


471 


E value 


9.0e-66 


Match length 


172 


% identity 


75 


NCBI Description 


(U58283) cellulose : 


Seq. No. 


392570 


Contig ID 


32425 1.R1084 


5 ' -most EST 


uC-osflM20208 9dllbl 


Method 


BLASTX 


NCBI GI 


g4220474 


dMoi score 


^ Q 1 

JOl 


E value 


2.0e-36 


Match length 


128 


% identity 


62 


IN^D-L UcSCiipLlUil 


[ rlv^ UUOUO 3 / pULdLlvc 




thaliana] 


Seq. No. 


392571 


Lontig iJJ 




5 1 -most EST 


uC-osflcypl25f09bl 


Seq. No. 


392572 


LOnLly 1U 


"39447 1 


5 '-most EST 


g4879862 


Seq. No. 


392573 


uontig xu 


'ZO A Al 9 pi flP/l 


5 '-most EST 


uC-osflcypl25gl0bl 


Seq. No. 


392574 


Contig ID 


32457 1.R1084 


5 '-most EST 


g2275998 


Seq. No. 


392575 


Contig ID 


32464 1.R1084 


5 '-most EST 


uC-osflcypl26al2bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



BLASTX 

gl841464 

425 

9.0e-42 

106 

42 

(Y11002) LIM-domain SF3 protein [Nicotiana tabacum] 
>gi_5932420_gb_AAD56951.1_AF184886_l (AF184886) LIM domain 
protein WLIM2 [Nicotiana tabacum] 

392576 

32466JL.R1084 

uC-osflcypl2 6b02bl 

BLASTX 

g5731756 

373 

1.0e-35 

118 
58 

(AL109819) putative protein [Arabidopsis thaliana] 
392577 

32468_1.R1084 
uC-osflcyp!26b04bl 

392578 

32474_1.R1084 

uC-osflcypl26c03bl 

BLASTX 

g2224663 

446 

5.0e-44 

236 
42 

(AB002359) KIAA0361 [Homo sapiens] 
392579 

32484_1.R1084 
uC-osflcypl26d07bl 

392580 

32487JL.R1084 

uC-osflcypl26dl0bl 

BLASTX 

g6006894 

265 

6.0e-23 

168 

43 

(AC008153) unknown protein [Arabidopsis thaliana] 
392581 

32496JL.R1084 

uC-osrocyp010a06bl 

BLASTX 

g4469023 

779 
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E value 


7.0e-87 


Match length 


186 


% identity 


82 


NCBI Description 


(AL035602) putative protein [Arabidopsis thali. 


Seq. No. 


392582 


Contig ID 


32497 1.R1084 


5 T -most EST 


g426604 


Method 


BLASTX 


NCBI GI 


al946366 


BLAST score 


172 


E value 


7.0e-12 


Match length 


91 


% identity 


49 


NCBI Description 


(U93215) unknown protein [Arabidopsis thaliana 


Seq. No. 


392583 


Contig ID 


32509 1.R1084 


5 '-most EST 


uC-osflcypl26gllbl 


Method 


BLASTX 


NCRT GT 


al353516 


BLAST score 


338 


E value 


1.0e-31 


Match length 


120 






.NCBI Description 


(U38651) sugar transporter [Medicago truncatuL 


Seq. No. 


392584 




79 S99 1 R1 0fi4 


5' -most EST 


g3107625 


Seq. No. 


392585 


Cr^r\-\- "I ft T n 
v^OIlL±y 1U 


79 R96 1 Rl flPId 


5' -most EST 


uC-osflcyp!39a09bl 


Seq. No. 


392586 


Contig ID 


32530 1.R1084 


5' -most EST 


uC-osflcypl39b02bl 


Seq. No. 


392587 


Contig ID 


32534 1.R1084 


5 '-most EST 


uC-osflcypl39b09bl 


Method 


BLASTX 


NPRT GT 


rrl 7941 77 


BLAST score 


173 


E value 


3.0e-12 


Match length 


71 


% identity 


48 


NCBI Description 


(AB000402) DM025 [Drosophila melanogaster] 


Seq. No. 


392588 


Contig ID 


32537 1.R1084 


5 '-most EST 


uC-osflcypl39bl2bl 


Method 


BLASTX 


NCBI GI 


g2341042 


BLAST score 


171 


E value 


1.0e-ll 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



247 
28 

(AC000104) F19P19.26 [Arabidopsis thaliana] 
392589 

32543_1.R1084 
g5003990 

392590 

32546_1.R1084 

uC-osflcypl39d03bl 

BLASTX 

g2154609 

316 

5.0e-29 

79 

73 

(D63509) endoxyloglucan transferase related protein 
[Arabidopsis thaliana] >gi_4522010_gb_AAD21783 . 1_ 
(AC007069) endoxyloglucan transferase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392591 

32554_1.R1084 

uC-osrocyp012b08bl 

BLASTX 

g2894607 

477 

2.0e-47 

135 

63 

(AL021889) NAM (no apical meristem) ■ 
[Arabidopsis thaliana] 



■like protein 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 "-most EST 



392592 

32559_1.R1084 
uC-osrocyp031hl2bl 

392593 

32567_1.R1084 

g4881011 

BLASTX 

g5640155 

323 

3.0e-44 

239 
54 

(AJ242530) gibberellin response modulator [Zea mays] 
392594 

32589_1.R1084 
uC-osflcypl40a04bl 



Seq. No. 
Contig ID 
5' -most EST 



392595 

32592_1.R1084 
uC-osflcypl40a09bl 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392596 

32604_1.R1084 

uC-osflcyp!40c03bl 

BLASTX 

gl708236 

522 

8-0e-61 

192 
63 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE (HMG-COA SYNTHASE) 
( 3 -HYDROXY- 3 -METH YLGLUTARYL COENZYME A SYNTHASE) 

>gi_2129617_pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaliana 
>gi_1143390_emb_CAA58763_ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

>gi_1586548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5* -most EST 



392597 

32606_1.R1084 
g569144 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392598 

32619JL.R1084 

uC-osflcyp006h04bl 

BLASTX 

g5668762 

304 

3.0e-27 

289 

34 

(AC005916) EST gb__N65787 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392599 

32624_1.R1084 

uC-osflcypl40f03bl 

BLASTX 

g2980788 

203 

2.0e-15 

100 
45 

(AL022197) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392600 

32625_1.R1084 

g2313015 

BLASTX 

gl213073 

238 

6.0e-20 

109 
49 

(X75616) heat shock protein 17, 



8 [Oryza sativa] 



Seq. No. 



392601 
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/-^ -1- -i or TH 

uontig lu 


jZDju i , r\i u o ^ 


5 1 -most EST 


g426894 


Seq. No. 


392602 


Contig ID 


32650 1.R1084 


S'-most EST 


uC-osflcypl41a09bl 


Seq. No. 


392603 


Contig ID 


32669 1.R1084 


5 ' -most EST 


g4879477 


Method 


BLASTX 




gz / Z 1 L 


BLAST score 


All 


E value 


1.0e-40 


Match length 


143 


% identity 


O y 


NCBI Description 


(D87819) sucrose t: 


Seq. No. 


392604 


coning id 


"3 9 £7 1 1 "Rl fl P 4 


5 f -most EST 


uC-osflcypl41e01bl 


Seq. No. 


392605 


LunLig lu 




S'-most EST 


uC-osflcypl41e06bl 


Seq, No. 


392606 


Contig ID 


32682 1.R1084 


5 T -most EST 


g2310031 


Seq. No. 


392607 


Contig ID 


32689JL.R1084 


5 '-most EST 


uC-osflcypl41g05bl 


Method 


BLASTX 


NCBI GI 


g99809 


BLAST score 


1010 


E value 


1.0e-110 


Match length 


289 


% identity 


64 


NCBI Description 


gene BplO protein 



rape >gi_177 95_emb_CAA4 7177_ (X66608) 



Bplo [Brassica napus] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



392608 

32692_1.R1084 
uC-osflcypl41g08bl 

392609 

32697JL.R1084 
g2311821 



Seq. No. 

Contig ID 
5 '-most EST 



392610 

32697__2.R1084 
g571793 



Seq. No. 
Contig ID 
5 '-most EST 



392611 

32699_1.R1084 
uC-osflcyp030a06bl 
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Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392612 

32701JL.R1084 

uC-osflcypl4 2a08bl 

BLASTX 

g4678342 

304 

2.0e-27 

139 

41 

(AL049659) lipase-like protein [Arabidopsis thaliana] 
392613 

32711_1.R1084 

uC-osflcypl42c05bl 

BLASTX 

g3258575 

337 

4.0e-31 

112 

64 

(U89959) Hypothetical protein [Arabidopsis thaliana] 
392614 

32715_1.R1084 
g3762607 

392615 

32720_1.R1084 
uC-osflcypl58d08bl 

392616 

32725_1.R1084 

g5607371 

BLASTX 

g4982479 

434 

5.0e-46 

125 
75 

(AF069441) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



392617 

32731_1.R1084 

uC-osflcypl42f07bl 

BLASTX 

g5921933 

356 

4.0e-33 

168 

36 

CYTOCHROME P450 85 (DWARF PROTEIN) >gi_1421741 (U54770) 
cytochrome P450 homolog [Lycopersicon esculentum] 

392618 

32739 1.R1084 
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5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



g702168 
BLASTX 
g3046731 
306 

3.0e-52 

133 

83 

(AJ005373) 



protein kinase [Craterostigma plantagineum] 



392619 

32748_1.R1084 

uC-osrocyp013cllbl 

BLASTN 

gl212993 

47 

4.0e-17 

151 
88 

H.vulgare mRNA for coproporphyrinogen oxidase 
392620 

32749__1.R1084 
g2428302 

392621 

32761_1.R1084 

uC-osflcypl43b09bl 

BLASTX 

gl651934 

151 

6.0e-18 

171 

34 

(D90901) hypothetical protein [Synechocystis sp.] 
392622 

32769_1.R1084 
g2427291 

392623 

32774JL.R1084 
uC-osflcypl43d06bl 

392624 

32780JL.R1084 

uC-osflcypl43e01bl 

BLASTX 

g2459429 

278 

2.0e-24 

73 
67 

(AC002 332) unknown protein [Arabidopsis thaliana] 
392625 

32788_1.R1084 
uC-osflcypl4 3f06bl 
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Method BLASTX 

NCBI GI g3043426 

BLAST score 417 

E value 2.0e-40 

Match length 125 

% identity 62 

NCBI Description (AJ005345) hypothetical protein [Cicer arietinum] 
392626 

32794_1.R1084 
uC-osflcypl43g03bl 

392627 

32798_1.R1084 
uOosflm202110ellbl 

392628 

32808_1.R1084 
uC-osrocyp005d04bl 

392629 

32823_1.R1084 
uC-osflcypl4 4c02bl 

392630 

32824_1.R1084 
g2428347 

392631 

32824_2.R1084 
uC-osflcypl56b05bl 

392632 

32828JL.R1084 
uC-osflm202113h09bl 

392633 

32844_1.R1084 
uC-osflcypl44f02bl 
BLASTX 
g2493494 
491 

2.0e-64 
Match length 159 
% identity 81 

NCBI Description SERINE CARBOXY PEPTIDASE II-2 PRECURSOR (CP-MII.2) 

>gi_619351Jobs_153537 CP-MII . 2=serine carboxypeptidase 
[Hordeum vulgare=barley, cv. Alexis, aleurone, Peptide, 436 
aa] >gi_6102957_emb_CAB59202.1_ (X78878) serine carboxylase 
II-2 [Hordeum vulgare] 

Seq. No. 392634 

Contig ID 32856JL . R1084 

5' -most EST uC-osf Icypl44g05bl 

Seq. No. 392635 
Contig ID 32858 JL .R1084 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
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5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g428605 
BLASTX 
g4314390 
461 

2.0e-45 

177 

53 

(AC006232) putative calcium binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392636 

32868_1.R1084 
uC-osflcypl4 4hllbl 

392637 

32880_1.R1084 

g4969283 

BLASTX 

g4337175 

267 

3.0e-23 

84 
58 

(AC006416) ESTs gb_T20589, gb__T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gbJT20921, gb_AA042762 and 
gb__AA720210 come from this gene. [Arabidopsis thaliana] 

392638 

32881_1.R1084 

uC-osflcyp!51cl0bl 

BLASTX 

gl351222 

640 

2.0e-93 

215 
83 

TRANSCRIPTION INITIATION FACTOR IIB (TFIIB) >gi_945087 
(U31097) transcription factor TFIIB [Glycine max] 

392639 

32888_1.R1084 

g4968772 

BLASTX 

g6094242 

1315 

1.0e-145 

297 
78 

PUTATIVE SELENIUM-BINDING PROTEIN 

>gi_2244759_emb_CAB10182.1_ (Z97335) selenium-binding 
protein like [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 



392640 

32901JL.R1084 

uC-osflcypl51g01bl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4514716 
243 

3.0e-20 

98 
46 

(AB017533) EPc [Nicotiana tabacum] 
392641 

32917_1.R1084 
uC-osflcypl52a06bl 

392642 

32924_1.R1084 

uC-osflcypl52b01bl 

BLASTX 

g2462760 

161 

1.0e-10 

87 

38 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 
392643 

32927_1.R1084 

uC-osflM202066e09bl 

BLASTX 

g4467157 

376 

1.0e-35 

158 

50 

(AL035540) disease resistance response like protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392644 

32932JL.R1084 
g3759019 

392645 

32935_1.R1084 

uC-osflcypl71b02bl 

BLASTX 

g4539383 

282 

9.0e-25 

182 
38 

(AL035526) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



392646 

32946__1.R1084 

g2443067 

BLASTX 

gl354849 

398 

2.0e-38 



49994 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158 
49 

(U57350) epoxide hydrolase [Nicotiana tabacumj 
392647 

32948_1.R1084 
uC-osrocypOlOalObl 
BLASTX 
g2262117 
282 

1.0e-24 

231 
44 

(AC002343) auxin inducible protein isolog [Arabidopsis 
thaliana] 

392648 

32953_1.R1084 
uC-osflcypl52e03bl 

392649 

32958_1.R1084 
uC-osflcypl52el2bl 

392650 

32961J..R1084 
g3761830 

392651 

32973_1.R1084 
uC-osflcypl52g09bl 
BLASTX 
g4115916 
155 

4.0e-10 

50 
54 

(AF118222) F3H7.9 gene product [Arabidopsis thaliana] 
>gi_4539441_emb_CAB40029.1_ (AL049523) putative protein 
[Arabidopsis thaliana] 

392652 

32975JL.R1084 
uC-osflcypl52h03bl 
BLASTX 
g5354158 
367 

7.0e-35 
109 
60 

(AF149841) digalactosyldiacylglycerol synthase 
t hal i ana ] >gi_5 3 5 4 1 6 0_gb_AAD4 237 9. 1_AF 1 4 9 8 4 2 JL 
digalactosyldiacylglycerol synthase [Arabidopsis thaliana] 
>gi_6041825_gb_AAF02140.1_AC009918_12 (AC009918) 
digalactosyldiacylglycerol synthase [Arabidopsis thaliana] 



[Arabidopsis 
(AF149842) 



Seq. No. 



392653 



49995 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32981_1.R1084 

uC-osflcypl53a02bl 

BLASTX 

g559713 

606 

6.0e-63 

181 

68 

(D38552) The hal539 protein is related to cyclophilin. 
[Homo sapiens] 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392654 

32984_1.R1084 
uC-osflcypl53a09bl 

392655 

32997__1.R1084 

uC-osflcypl53c09bl 

BLASTX 

g2499819 

477 

8.0e-49 

157 

64 

ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 

>gi_2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi_1030715_dbj_BAA06876_ (D32165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj_BAA06875_ (D32144) aspartic 
protease [Oryza sativa] 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



392656 

32998_1.R1084 
g428214 

392657 

33013_1.R1084 
uC-osflcyp039gllbl 

392658 

33014_1.R1084 
uC-osflcypl53f05bl 

392659 

33017_1.R1084 

uC-osflM202037f06bl 

BLASTX 

g3643603 

564 

7.0e-58 

214 

53 

(AC005395) unknown protein [Arabidopsis thaliana] 
392660 

33020_1.R1084 

uC-osflcypl56bllbl 

BLASTX 



49996 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g6091756 
431 

2.0e-42 

131 

57 

(AC009327) putative peroxidase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392661 

33027_1.R1084 

uC-osflM202062a06bl 

BLASTX 

gl731363 

195 

1.0e-14 

93 
42 

PUTATIVE SERINE C ARB OX Y P E P T I DA S E F32A5 . 3 PRECURSOR 
>gi_669029 (U20864) similar to protective protein/cathepsin 
A and other serine carboxypeptidases [Caenorhabditis 
elegans] 



Seq. No. 
Contig ID 
5' -mo st EST 



392662 

33037_1.R1084 
uC-osflM202 04 6cl2bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392663 

33042JL.R1084 

uC-osflcypl54al0bl 

BLASTX 

g6006892 

561 

2.0e-57 

126 

83 

(AC008153) unknown protein [Arabidopsis thaliana] 
392664 

33051JL.R1084 
uC-osflcypl58h06bl 

392665 

33054_1.R1084 

g2312696 

BLASTX 

g2760839 

369 

4.0e-35 

132 
54 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



392666 

33066_1.R1084 
uC-osflcypl54e02bl 

392667 

33069 1.R1084 



49997 



5 '-most EST 



uC-osroM202018g05bl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392668 

33079_1.R1084 

uC-osrocypOllclObl 

BLASTX 

gll74162 

791 

2.0e-84 

160 

86 

(U44976) ubiquit in-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



392669 

33083_1.R1084 

g426357 

BLASTX 

g3935168 

427 

6.0e-42 

185 

53 

(AC004557) F17L21.11 [Arabidopsis thaliana] 
392670 

33094_1.R1084 
g2317312 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392671 

33097JL.R1084 

uC-osflcypl55a02bl 

BLASTX 

g4204300 

289 

9.0e-26 

116 

50 

(AC003027) Unknown protein [Arabidopsis thaliana] 
392672 

33098_1.R1084 

uC-osf Icypl55a03bl 

BLASTX 

g6006867 

666 

7.0e-70 

186 
69 

(AC009540) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



392673 

33100_1.R1084 
g428938 
BLASTX 
gl29697 



49998 



BLAST score 721 

E value 1.0e-137 

Match length 263 

% identity 98 

NCBI Description PROLIFERATING CELL NUCLEAR ANTIGEN ( PCNA) (CYCLIN) 

>gi 100698_pir S14415 proliferating cell nuclear antigen - 

rice >gi_20284_emb_CAA37979_ (X54046) proliferating cell 
nuclear antigen [Oryza sativa] 

Seq. No. 392674 

Contig ID 33105_1 . R1084 

5 '-most EST uC-osf Icypl55b06bl 

Method BLASTX 

NCBI GI g4455159 

BLAST score 960 

E value 1.0e-104 

Match length 220 

% identity 78 

NCBI Description (AL021687) putative protein [Arabidopsis thaliana] 

Seq. No. 392675 

Contig ID 33112JL . R1084 

5' -most EST uC-osf Icypl55c05bl 

Method BLASTX 

NCBI GI gl363051 

BLAST score 270 

E value 2.0e-23 

Match length 114 

% identity 48 t 

NCBI Description P58 protein - bovine >gi_468012 (U04631) PKR inhibitor P58 

[Bos taurus] 

Seq. No. 392676 

Contig ID 33135_1 . R1084 

5' -most EST uC-osf Icypl61c09bl 

Method BLASTX 

NCBI GI g4539324 

BLAST score 168 

E value 5.0e-15 

Match length 209 

% identity 33 

NCBI Description (AL035679) kinesin like protein [Arabidopsis thaliana] 

Seq. No. 392677 

Contig ID 33155_1 . R1084 

5' -most EST g2312355 

Method BLASTX 

NCBI GI g4886522 

BLAST score 200 

E value 2.0e-15 

Match length 84 

% identity 52 

NCBI Description (AL050291) hypothetical protein [Homo sapiens] 

Seq. No. 392678 
Contig ID 33162_1 . R1084 

5 '-most EST g3761522 



49999 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3176717 

156 

3.0e-10 

61 
49 

(AC002392) putative pectinesterase [Arabidopsis thaliana] 
392679 

33164_1.R1084 

uC-osflcypl56bl0bl 

BLASTX 

g4262157 

311 

2.0e-28 

122 

34 

(AC005275) putative calmodulin [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392680 

33171_1.R1084 
g2312643 

392681 

33173_1.R1084 

g2427471 

BLASTX 

g5852098 

459 

2.0e-69 

226 

79 

(AL117264) zwh21, 



1 [Oryza sativa] 



Seq. No. 

Contig ID 
5' -most EST 



392682 

33186_1.R1084 
g4715062 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392683 

33187_1.R1084 
g3768173 

392684 

33188_1.R1084 

g3768245 

BLASTX 

g4887020 

122 

6.0e-ll 

44 
86 

(AF123508) Nt-iaa28 deduced protein [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



392685 

33189_1.R1084 
uC-osf Icypl56e06bl 
BLASTX 



50000 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4103618 
240 

2.0e-20 

53 

81 

(AF026382) HyPRP [Fragaria x ananassa] 
392686 

33201_1.R1084 

g4878697 

BLASTX 

g3021357 

694 

3.0e-73 

158 
81 

(AJ005082) UDP-galactose 4-epimerase [Cyamopsis 
tetragonoloba] 

392687 

33214_1.R1084 

g3760883 

BLASTX 

g4455172 

480 

1.0e-50 

164 
62 

(AL035521) putative protein [Arabidopsis thaliana] 
392688 

33217_1.R1084 

g4969173 

BLASTX 

g!488647 

602 

2.0e-62 

170 

69 

(X99937) RNA helicase [Spinacia oleracea] 
392689 

33240_1.R1084 

g2428155 

BLASTX 

g5579092 

472 

4.0e-71 

292 
49 

(AF100954 
sativum] 



gibberellin 2-oxidase-like protein [Pisum 



Seq. No. 
Contig ID 
5" -most EST 
Method 



392690 

33250_2.R1084 

uC-osflcypl57e01bl 

BLASTX 



50001 




NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
- NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



g3915866 
311 

3.0e-49 

127 

72 

GLUTAMINYL-TRNA SYNTHETASE (GLUTAMINE — TRNA LIGASE) (GLNRS) 
>gi_2995455_emb_CAA62901_ (X91787) tRNA- glut amine 
synthetase [Lupinus luteus] 

392691 

33262_1.R1084 
uC-osflcypl57f!0bl 

392692 

33266_1.R1084 
g701237 

392693 

33267JL.R1084 

uC-osflcypl57g06bl 

BLASTN 

gl504051 

40 

7.0e-13 

75 
88 

Zea mays mRNA for Calcium- dependent- protein kinase, 
complete cds 

392694 

33274JL.R1084 
uC-osflcypl57h09bl 

392695 

33283JL.R1084 

uC-osflcypl42cl2bl 

BLASTX 

g2370253 

608 

6.0e-63 

223 

55 

(Y13273) putative protein kinase [Lycopersicon esculentum] 
>gi_5669642_gb_AAD46406.1_AF096250_l (AF096250) 
ethylene-responsive protein kinase TCTR1 [Lycopersicon 
esculentum] 

392696 

33287JL.R1084 
uC-osroM202020d05bl 

392697 

33296_1.R1084 

g572235 

BLASTX 

g4417283 

236 



50002 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



1.0e-19 
114 
38 

(AC007019) putative cytochrome p450 [Arabidopsis thaliana] 
392698 

333Q9_1.R1084 

g5004752 

BLASTX 

g2655008 

185 

1.0e-13 

80 
47 

(AF017144) (1-4) -beta-mannan endohydrolase [Lycopersicon 
esculentum] 

392699 

33317_1.R1084 
uC-osflcypl58f04bl 

392700 

33332JL.R1084 

g4716003 

BLASTX 

g2749982 

247 

2.0e-49 

222 

49 

(AF036705) Similar to phytoene desaturase; coded for by C. 
elegans cDNA CEESX74F; coded for by C. elegans cDNA 
yk303f4.3; coded for by C. elegans cDNA yk257d4.3; coded 
for by C. elegans cDNA yk303f4.5; coded for by C. elegans 
cDNA yk257d4.5; 

392701 

33336_1.R1084 

uC-osflcypl58h02bl 

BLASTX 

g5080776 

559 

3.0e-57 

135 

76 

(AC007576) Similar to protein kinases [Arabidopsis 
thaliana] 

392702 

33342JL.R1084 
uC-osflcypl58hl2bl 

392703 

33343_1.R1Q84 

uC-osflm202110h04bl 

BLASTX 

g5803266 



50003 



BLAST score 581 
E value 1.0e-59 
Match length 187 
% identity 85 

NCBI Description (AP000399) ESTs AU078063 (S154 96) , C97608 (C60475) , 

C28255(C60475) correspond to a region"of the predicted 
gene; similar to plastid transketolase 2 (Y15782) [Oryza 
sativa] 

392704 

33347_1.R1084 

uC-osflcypl59al0bl 
BLASTX 
g4512659 
170 

9.0e-12 

144 
33 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi_4544465_gb_AAD22372.1_AC006580_4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 



Seq. No. 


392705 


Contig ID 


33357 1.R1084 


5' -most EST 


uC-osflcypl59c04bl 


Seq. No. 


392706 


Contig ID 


33363 1.R1084 


5' -most EST 


g5002787 


Seq. No. 


392707 


Contig ID 


33365 1.R1084 


5 '-most EST 


uC-osflcypl59d03bl 


Method 


BLASTX 


NCBI GI 


g4588003 


BLAST score 


468 


E value 


1.0e-46 


Match length 


160 


% identity 


63 


NCBI Description 


(AF085279) hypothetical EIF-2-Alpha [Arabidopsis thaliana] 


Seq. No. 


392708 


Contig ID 


33368 1.R1084 


5 '-most EST 


g2427232 


Method 


BLASTX 


NCBI GI 


g4580389 


BLAST score 


209 


E value 


8.0e-29 


Match length 


120 


% identity 


58 


NCBI Description 


(AC007171) unknown protein [Arabidopsis thaliana] 


Seq. No. 


392709 


Contig ID 
5 '-most EST 


33381 1.R1084 


g2800316 


Seq. No. 


392710 



Seq. No. 
Contig ID 
S'-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
„ NCBI Description 



50004 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5" -most EST 

Seq, No. 
Contig ID 
5 '-most EST 



33385JL.R1084 

g428896 

BLASTX 

g3080437 

145 

1.0e-08 

223 
29 

(AL022605) putative protein [Arabidopsis thaliana] 
392711 

33390JLR1084 
uC-osflcypl59g!0bl 

392712 

33390_2.R1084 
uC-osflM202088gl2al 

392713 

33402JL.R1084 

g4715814 

BLASTX 

g3337356 

562 

9.0e-68 

153 

89 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

392714 

33402_2.R1084 

uC-osflcypl59hllbl 

BLASTX 

g3337356 

598 

5.0e-62 

122 

96 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

392715 

33403JLR1084 
uC-osflm202107b08bl 

392716 

33422_1.R1084 
uC-osflcyp!61dllbl 

392717 

33424_1.R1084 
uC-osroM202038d07bl 

392718 

33435_1.R1084 
uC-osflcypl61g02bl 



50005 



Seq. No. 


392719 


Contig ID 


33440_1.R1084 


5' -most EST 


uC-osflcypl62a02bl 


Seq. No. 


392720 


Contig ID 


33464 1.R1084 


5 '-most EST 


uC-os flcypl 62d07bl 


Seq. No. 


392721 


Contig ID 


33471 1.R1084 


5 1 -most EST 


uC-osflcypl62e03bl 


Method 


BLASTX 


NCBI GI 


g3386614 


BLAST score 


251 


E value 


3.0e-21 


Match length 


55 


% identity 


38 


NCB I De s cr ipt i on 


(AC004665) putative 




thaliana] 


Seq. No. 


392722 


Contig ID 


33499 1.R1084 


5' -most EST 


uC-osflcypl62h08bl 


Method 


BLASTX 


NCBI GI 


g5302811 


BLAST score 


482 


E value 


4 .Oe-48 


Match length 


214 


% identity 


51 


NCBI Description 


(Z97342) putative s 




thaliana] 


Seq. No. 


392723 


Contig ID 


33500 1.R1084 


5' -most EST 


uC-osflcypl56h07bl 


Seq. No. 


392724 


Contig ID 


33509 1.R1084 


5' -most EST 


g2310643 



putative transcription factor SF3 [Arabidopsis 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



BLASTX 

gll73073 

278 

2.0e-24 

109 
56 

60S ACIDIC RIBOSOMAL PROTEIN P2 >gi_1076787_pir S54179 

acidic ribosomal protein 60S - maize 

>gi_2130117_pir S65781 acidic ribosomal protein P2 - maize 

>gi_790508_emb_CAA60251_ (X8 6553) 60S acidic ribosomal 
protein [Zea mays] 

392725 

33510_1.R1084 

uC-osflcypl68b03bl 

BLASTX 

g3790188 



50006 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



382 

3.0e-39 

100 

84 

(Y14431) NAD-dependent isocitrate dehydrogenase [Nicotiana 
tabacum] 

392726 

33511JL.R1084 
.g4714790 
BLASTX 
g3549652 
249 

2.0e-36 

220 

48 

(AJ224982) MAP3K epsilon protein kinase [Arabidopsis 
thaliana] 

392727 

33524_1.R1084 
g2428377 

392728 

33532_1.R1084 

uC-osflM202089f05bl 

BLASTX 

g3201615 

401 

6.0e-39 

92 

79 

(AC004669) unknown protein [Arabidopsis thaliana] 
392729 

33542__1.R1084 

uC-osflm202104bllbl 

BLASTX 

g510876 

744 

1.0e-106 

227 

84 

(X80051) NADP dependent malic enzyme [Phaseolus vulgaris] 
392730 

33564_1.R1084 

g428824 

BLASTX 

g5262191 

824 

2.0e-88 

207 

73 

(AL080252) putative protein [Arabidopsis thaliana] 



Seq. No. 



392731 



50007 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



33579_1.R1084 
uC-osflcyp!69d09bl 

392732 

33585J..R1084 
uC-osflcypl69e07bl 

392733 

33605__1.R1084 
uC-osflcypl69h05bl 

392734 

33608_1.R1084 

g428850 

BLASTX 

g3128203 

501 

1.0e-50 

127 

72 

(AC004521) unknown protein [Arabidopsis thaliana] 
392735 

33609_1.R1084 
uC-osflcyp!54g02al 

392736 

33613_1.R1084 
uC-osflcyp!70a06bl 

392737 

33625_1.R1084 
uC-osflcyp005h09bl 

392738 

33640_1.R1084 
g5003673 

392739 

33643_1.R1084 
uC-osflcypl70g07bl 

392740 

33646JL.R1084 

uC-osflcypl70h03bl 

BLASTX 

g6016726 

155 

2.0e-12 

101 

38 

(AC009325) unknown protein [Arabidopsis thaliana] 
>gi_6091713_gb_AAF03425.1_AC0107 97_l (AC010797) unknown 
protein [Arabidopsis thaliana] 

392741 

33668 1.R1084 



50008 



5' -most EST 



uC-osflcypl71c01bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



392742 

33672JL.R1084 

g428026 

BLASTX 

g4678328 

321 

8.0e-35 

129 

60 

(AL049658) aldehyde dehydrogenase 
[Arabidopsis thaliana] 

392743 

33680JL.R1084 
uC-osflcypl71d03bl 



392744 

33683JL.R1084 
uC-osflcypl71d06bl 

392745 

33691_1.R1084 

g2428330 

BLASTX 

g4587514 

705 

2.0e-74 

163 

82 

(AC007060) Similar to W08E3, 
GTP-binding protein from C. 



(NAD+) -like protein 



3 gi_3880615 putative 
elegans cosmid gb_Z92773. 



EST 



gb_AA597331 comes from this gene. [Arabidopsis thaliana] 
392746 

33697_1.R1084 

uC-osflcypl71el2bl 

BLASTX 

g4572673 

687 

4.0e-72 

233 

57 

(AC006954) putative sarcosine oxidase [Arabidopsis 
thaliana] 

392747 

33699JL.R1084 
uC-osflcypl69c07al 

392748 

33705JL.R1084 
uC-osflcypl71fllbl 

392749 

33713 1.R1084 



50009 





5 '-most EST 


uC-osf Icvril71al0bl 




Method 


BLASTX 




NCBI GI 


g3402684 




BLAST score 


334 




R 1 no 
Hi v axuc 


7 0e>-3i 




Ma I - r» Vi 1 pnnfh 


_? 0 




% identity 


66 




NCBI Description 


(AC004697) hypothetical protein [Arabidopsis thaliana] 






392750 




^^Jl i 1 — L y lb 1 






O lukJO U HikJ X 


nf-n^Tl rvn1 7 9h01 bl 






392751 




fonf 1 rr TO 

V^V^ J, 1 L. X y XL/ 


33744 1 R1084 

JJ / 11 -L * X\X uUl 




5 T -most EST 


a700484 




Method 


BLASTX 




NCBI GI 


g4731111 




BLAST score 


325 




"R va 1 hp 

i-t V U-L Li. \3 


4 Oe-30 


o 


trh 1 p>n n"h h 


82 


y3 


% identity 


80 




NCBI Description 


(AF064707) exhydrolase II [Zea mays] 






392752 


c 


Contig ID 


33756 1.R1084 




5 '-most EST 


uC-osflcypl72e02bl 




OClJ. LN (J • 


0_7«£ f OO 




fnnt" 1 rr TH 


J J / J / X • i\X \J O *i 






osncypi /zeuoDi 






^Q975A 
O / o*± 
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Print* i rr T V) 
•^vji 1 1 i_y xu 


OO/OO X.IS.XU0 1 




R'-mn^f R9T 


nr-o«?f 1 rvnl 7?^04b1 

LIVs WOXXOVk/X / 




M^thinrJ 


BLASTX 




LN I_> J. \J _L 








U J J 




E value 


2.0e-82 




Match length 


277 




9- t r1©nt* T *T"^7 


0 0 




LNL>D J. JJC O I L X L> 1 L <OH 


^rl^U \J I £.3\j ) tj UI \JiJ.y 0 XIlLXXcLX lLy LU yX OOO/O^^. TO • ^ XX vJlll 






Arabidopsis thaliana BAC gb_AC004392. EST gb_W43487 cc 






from this gene 






O -7Z. / OO 




Contig ID 


33774 1.R1084 




5 '-most EST 


uC-osflcyp!72g05bl 




064 « wo • 


0 / 3D 




^^ji 1 1 l y x l/ 


^377Q 1 R10ft4 

OO/ f ^7 1 .I\.iU04 




0 —most, Hjoi 


0 sroMz uzuzoaxuax 




Seq. No. 


392757 




Contig ID 


33786 1.R1084 




5 '-most EST 


uC-osflcyp!73a03bl 




Method 


BLASTX 



50010 



NCBI GI 


g2829889 


BLAST score 


518 


V. tra 1 ha 

Hi V CIXUC 


■ \j w w> ^* 


Match 1 f^nrrfh 


147 


% identity 


71 


NCBI Description 


(AC0G2396) Hypothetical protein [Arabidopsis thaliana] 


k-> " ^ • Vt\J • 


J> Zf / JO 


Contig ID 


33787_1.R1084 


5 '-most EST 


uC-osf Icypl73a06al 


O C • Vi \J • 




Contig ID 


33788 1.R1084 


5 T -most EST 


uC-osflM202056f04al 






Contier TO 


33791 1 R10R4 

J J f X ■ X\ J. u 0 *± 


O iLlOoU JlOl 


nf* — ^<=^1 MOflOnQRrrl OKI 
OSIlrUUZUjOCflZDI 






PrtTrt" t /r T Pi 


JJ / ^ / X.x\XUOfi 


*J 1LIAJ OU JjO 1 


u.w uiixuypi / ojw/u /jji 


M^thori 


BLASTX 

XJ XJfAkJ X 


NCBI GI 


a3643602 


BLAST score 


294 


E value 


3.0e-26 




QQ 






NCBI Description 


(AC005395) putative tonoplast intrinsic protein 




[Arabidopsis thaliana] 




QQ97 co 


Pont - n /~r T 'Pi 
OOilLig ID 


jjoUU I.KIUoh 


O IU05U xliDx 


rv9 A OpTi;7 


ocCJ. IMO . 




uonuig ±D 


*3"3Qno 1 di no/ 


*J iUUO L Hi O X 


y j / \j 0 \j 0 




DLJAu X A 


NCBI GI 


a4559353 


BLAST score 


737 


E value 


3.0e-78 


xud L.OJ.1 XtJxiy UI1 


179 

X / £ 




0 \j 


NCBI Descrint inn 


{ IXC V\V\ T\*[ Thai" i T7"fi oyfrarroni r< snnnriacc^r nrnf ai n 




[riX aJJlU-Opo JLo Lilallailaj 






uoncxg iu 


OOQAQ 1 T>inQ>1 

jjoUj ±.K1Uo4 


R 1 -mncf U" C T 




1XLC tliOCL 




NCBI GI 


g5679840 


BLAST score 


858 


E value 


1.0e-156 


Match length 


288 


% identity 


68 


NCBI Description 


(AJ243961) 11332.4 [Oryza sativa] 



50011 



ucC] • 1NO . 




Print" "in TD 


33804 1 R1084 




nP-o<?f lrvnl76f llbl 






NCBI GI 


g3367523 


BLAST score 


263 


F Tral no 
Hi veil Lit; 




Mai" pVi 1 o t 1 ! <rt" h 


o o 


Sr 1 HoTlt" "i t* T7 

o _nj.t;ii Liiy 


^7 
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rrono T Z\ t~^3 "i H nn q to thai i anal 

y t3ilCi • [AXCUJXUUyoXO L-llc3.J--La.llCl j 


O S CJ . IN U . 


o y£ /DO 


font i rr TD 


33R0S 1 R10S4 




rr471 fiT7fl 
yi /iui / o 


Method 


BLASTX 


NCBI GI 


g4220491 




^. j. \j 


E value 




Matron 1 canrrt"h 

LIO, L.L»>ii J.C11U C-ll 






JO 


MPRT Hp ^r*T"i Tit" i on 


fAPOOhTlfiCM hwnthpti rsl nrntPi n f Arahi Honcii <? thsl i anal 


oeq . jno . 


o / d / 


^vjii i i_y j. u 


JJOUO 1 tJMUOl 


J llLvJ Ol J_iO 1 


rr4?ftlT7 






NCBI GI 


g575605 


BLAST score 


427 


Hj ValUc 


o • ue y ^ 


f\J{ *-\ -f- /^i V-» T ^ y% /■< H Vi 


94H 
Zft U 


t5 lUcIH-JLt-Y 


4P 
ft o 


jn^oi Description 


(D42065) cationic peroxidase isozyme 4 OK precursor 




TKTt r*ot" "i ana t" a a /"mi ml 


oeq. jno. 


Jji / DO 


Pnn+"l rr TVS 

^✓unxig iu 


JJO^U l.I\lUOf± 




nP-o<?"f 1 rvnl 73H1 1 hi 


Method 


BLASTX 


NCBI GI 


gl652856 


Diinoi score 


1 P7 
10 / 


Ej Value 


9 Ho— 1 "3. 
Z • Uc lO 


ft/Ta *K /"-"Vi 1 oti /"ft" Vi 




% identity 




jnujdi Description 


tuyuyu^j nypotneuicai prorem [oynecnocysms sp.j 


beq. No, 


jyz /by 


uontig 1JJ 


ojozd l.KlUo4 


o must, .do j. 


prOQI 1 Q71 

yz Oil ^ / 1 


Mot h r>H 




NCBI GI 


g5869967 


BLAST score 


1517 


E value 


1.0e-169 


Match length 


320 


% identity 


90 


NCBI Description 


(AJ010946) isovaleryl-CoA Dehydrogenase [Pisum sativum] 



50012 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity • 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



392770 

33839_1.R1084 

uC-osflcypl73g02bl 

BLASTX 

g4220472 

479 

5.0e-48 

120 

80 

(AC006069) similar to yeast cccl protein [Arabidopsis 
thaliana] 

392771 

33840JL.R1084 

uC-osflcypl73g03bl 

BLASTX 

gl546706 

213 

7.0e-17 

68 

60 

(X98855) peroxidase ATP8a [Arabidopsis thaliana] 
>gi_5730127_emb_CAB52461.1_ (AL109796) peroxidase ATP8a 
[Arabidopsis thaliana] 

392772 

33848_1.R1084 
uC-osflm202112h04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392773 

33851__1.R1084 

uC-osflcypl73h07bl 

BLASTX 

g3236238 

360 

3.0e-45 

127 

70 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_4519792_dbj_BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 

392774 

33852_1.R1084 
uC-osflcyp030al2bl 

392775 

33855_1.R1084 

g5038676 

BLASTX 

g2842482 

300 

6.0e-27 

87 

70 

(AL021749) protein phosphatase 2C-like protein [Arabidopsis 



50013 



thaliana] 



O c ^ • IN \ J . 




Pont" "in TT) 




5 '-most EST 


uC-osflcypl74a05bl 


Method 


BLASTX 






BLAST score 


258 


E value 


5 Oe-22 


L let J.C11U L-l 1 


1^. 1 


% i fipnt 1 1" v 

O -L VAC IJl L. x l, y 


48 


KTPRT DpQpri nfi nn 




CJpfT fJn 

ij C • LMU ■ 


392777 


Conticr ID 


33858 1 R1084 


5 1 -most EST 


uC-osf lcyp!7 4 a07bl 


Method 


BLASTX 


NCBI GI 


g5031793 


BLAST score 


290 


E value 


1.0e-25 


Match length 


79 


% identity 


61 


NCBI Description 


inhibitor of growth 



1 >gi__2183221 (AF001954) 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



p33INGl [Homo sapiens] 
392778 

33862J..R1084 
uC-osflcyp!74al2al 

392779 

33878JL.R1084 
uC-osflcypl74cl0bl 

392780 

33883J..R1084 

uC-osflcypl74d06bl 

BLASTX 

g4249409 

413 

4.0e-40 

132 
55 

(AC006072) putative sugar transporter [Arabidopsis 
thaliana] 

392781 

33892JL.R1084 

uC-osflm202112g08bl 

BLASTX 

g4753658 

590 

6.0e-61 

207 

61 

(AL049751) putative protein [Arabidopsis thaliana] 



Seq. No. 



392782 



50014 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33901_1.R1084 

uC-osrocyp016cllbl 

BLASTX 

g4262154 

477 

2.0e-47 

144 

65 

(AC005275) putative protein phosphatase regulatory subunit 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



392783 

33904_1.R1084 
uC-osflm202107d07bl 



Seq. No. 
Contig ID 
5 '-most EST 



392784 

33909_1.R1084 
uC-osflcypl74g04bl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match- length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392785 

33921JL.R1084 

g3762130 

BLASTX 

g5834248 

1330 

1.0e-147 

265 

88 

(AF175124) SINAH1 protein [Gossypium hirsutum] 



392786 

33933J..R1084 

uC-osflcypl75allbl 

BLASTX 

g6041837 

198 

4.0e-15 

49 

69 

(AC009853) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392787 

33934_1.R1084 

uC-osflcyp!75al2bl 

BLASTX 

g4432839 

280 

1.0e-24 

199 

37 

(AC006283) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



392788 

33936_1.R1084 
g3090629 
BLASTX 
g2244831 



50015 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



233 

1.0e-47 

300 
49 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
392789 

33945_1.R1084 

uC-osflcypl75c02bl 

BLASTX 

g2583133 

240 

4.0e-27 

215 
36 

(AC002387) unknown protein [Arabidopsis thaliana] 
392790 

33955_1.R1084 
uC-osflcyp096h05al 

392791 

33960JL.R1084 
uC-osflcypl75e04bl 

392792 

33970_1.R1084 
uC-osflcypl75g05bl 

392793 

33984_1.R1084 
uC-osflcypl76a07bl 

392794 

33988_1.R1084 

uC-osflcypl76b01bl 

BLASTX 

g4512667 

354 

3.0e-33 

172 

48 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 



392795 

33993JL.R1084 

uC-osflcypl76b08bl 

BLASTX 

g3935138 

593 

3.0e-61 

217 

53 

(AC005106) T25N20.2 



[Arabidopsis thaliana] 



392796 

34010 1.R1084 



50016 



5 '-most EST 
Method 
NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osf lcypl7 6d04bl 

BLASTX 

g2281633 

269 

2.0e-24 

113 

56 

(AF003097) AP2 domain containing protein RAP2.4 
[Arabidopsis thaliana] 

392797 

34014_1.R1084 

uC-osflcypl76dllbl 

BLASTX 

g3511128 

199 

5.0e-15 

120 

42 

(AF060858) unknown [Salmonella dublin] 
392798 

34019_1.R1084 

uC-osflcypl76e07bl 

BLASTX 

g5880464 

820 

1.0e-95 

254 

68 

(AF088901) actin bundling protein ABP135 [Lilium 
longif lorum] 



392799 

34024J..R1084 

uC-osflcyp025a09bl 

BLASTX 

gll97461 

923 

1.0e-100 

191 

87 

(X78819) casein kinase 



I [Arabidopsis thaliana] 



392800 

34039_1.R1084 

uC-osflcypl76h06bl 

BLASTX 

g4218120 

405 

2.0e-39 

99 

79 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 



392801 



50017 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



34053_1.R1084 

uC-osflcypl77b05bl 

BLASTX 

g585349 

737 

l.Oe-111 

223 
87 

CASEIN KINASE II, ALPHA CHAIN 1 (CK II) 

>gi_419752_pir S31098 casein kinase II (EC 2.7.1.-) 

alpha-type chain {clone ATCKA1) - Arabidopsis thaliana 
>gi_391603_dbj_BAA01090_ (D10246) casein kinase II 
catalytic subunit [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392802 

34069JL.R1084 

g4969147 

BLASTX 

g5668770 

211 

1.0e-31 ^ 

214 

45 

(AC005916) T17H3.9 [Arabidopsis thaliana] 



Seq. No. • 
Contig ID 
5' -most EST 



392803 

-34081JL.R1084 
uC-osflcypl77f03al 



Seq. No. 
Contig ID 
5' -most EST 



392804 

34081_2.R1084 
g2801135 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392805 

34091JL.R1084 

g699750 

BLASTX 

g4567201 

374 

9.0e-36 

102 

70 

(AC007168) putative aspartate aminotransferase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



392806 

34095_1.R1084 
uC-osflcyp!77h04bl 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



392807 

34098JL.R1084 

uC-osflcypl77h09bl 

BLASTX 

g2160144 

380 

3.0e-36 
222 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description" 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



39 

(AC00037 5) Strong similarity to Arabidopsis oligopeptide 
transporter (gb_X77503) . [Arabidopsis thaliana] 

392808 

34101JL.R1084 

uC-osflM202050d07bl 

BLASTX 

g4539383 

429 

6.0e-42 

236 

47 

(AL035526) putative protein (fragment) [Arabidopsis 
thaliana] 

392809 

34104JL.R1084 

uC-osflcypl78b05bl 

BLASTX 

g6091723 

467 

1.0e-46 

160 
58 

(AC010797) hypothetical protein [Arabidopsis thaliana] 
392810 

34105JL.R1084 

uC-osflcypl78a08bl 

BLASTN 

g3341647 

36 

2.0e-10 

146 
88 

Zea mays Ama gene encoding single-subunit RNA polymerase 



392811 

34134JL.R1084 

uC-osflcypl78f06bl 

BLASTX 

gl350986 

632 

4.0e-66 

148 

86 

40S RIBOSOMAL PROTEIN S3A (CYC07 
>gi_483431_dbj_BAA05059_ (D26060) 



PROTEIN) 
cyc07 [Oryza sativa] 



392812 

34168_1.R1084 
g2428372 

392813 

34174JL.R1084 
g2312422 
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Seq. No. 

Gontig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392814 

34177JL.R1084 

g2310438 

BLASTX 

g5280991 

555 

6.0e-57 

111 

88 

(Z97338) putative phosphocholine cytidylyltransf erase 
[Arabidopsis thaliana] 

392815 

34183JL.R1084 

uC-osflcypl79e09bl 

BLASTX 

g586021 

178 

4.0e-15 

94 

45 

PROBABLE PEPTIDYL-TRNA HYDROLASE (PTH) (STAGE V SPORULATION 

PROTEIN C) >gi_2127242_pir S66083 stage V sporulation 

protein - Bacillus subtilis >gi_4 67442_dbj JBAA05288_ 
(D26185) stage V sporulation [Bacillus subtilis] 
>gi_2632320_emb_CAB11829_ (Z99104) thermosensitive mutant 
blocks spore coat formation (stage V sporulation) [Bacillus 
subtilis] 

392816 

34187JL.R1084 

uC-osflcypl79f06bl 

BLASTX 

g4558672 

182 

3.0e-13 

41 

88 

(AC007063) putative 1, 3-beta-D-glucan synthase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



392817 

34199JL.R1084 
g2442796 

392818 

34205_1.R1084 
g4716700 

392819 

34209_1.R1084 
g5004123 

392820 

34211_1.R1084 
g4715776 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4455225 

236 

1.0e-19 

48 

79 

(AL035440) 



putative protein [Arabidopsis thaliana] 



392821 

34216_1.R1084 

uC-osflcyp079ellal 

BLASTX 

g2266947 

1444 

1.0e-161 

324 
84 

(AF008939) phosphoenolpyruvate carboxylase 1 [Gossypium 
hirsutum] 

392822 

34229_1.R1084 

uC-osflcyp002b07b2 

BLASTX 

g2702281 

533 

3.0e-54 

137 

74 

(AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 

392823 

34251_1.R1084 

uC-osflcyp003h05bl 

BLASTX 

g4704410 

960 

1.0e-104 

243 
74 

(AF047046) translation initiation factor eIF6 [Mus 
musculus] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



392824 

34257JL.R1084 
g569856 

392825 

34258JL.R1084 

uC-o s r oM2 0 2 0 0 4 dO 6b 1 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



392826 

34262JL.R1084 
g4879379 
BLASTX 
g5912424 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.-lfo. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



509 

2.0e-51 

155 

66 

(AJ242970) BTF3b-like factor [Arabidopsis thaliana] 
392827 

34263_1.R1084 
g2312412 

392828 

34268_1.R1084 
uC-osflcyp037hl0bl 

392829 

34284_1.R1084 

g3766964 

BLASTX 

gl361983 

642 

4.0e-67 

182 

71 

ARP protein - Arabidopsis thaliana >gi_886434_emb_CAA89858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 

392830 

34285_1.R1084 
uC-osflcyp051c01bl 

392831 

34297_1.R1084 
g572223 

392832 

34300J..R1084 
g568413 

392833 

34308_1.R1084 

uC-osflcyp052cl2bl 

BLASTX 

g4758356 

447 

2.0e-44 
139 
64 

flap structure-specific endonuclease 1; 

(MF1); DNase IV; RAD2_HUMAN >gi_729475_sp_P39748_FENl_HUMAN 
FLAP ENDONUCLEASE- 1 (MATURATION FACTOR 1) (MF1) 

>gi_1362788_pir A56531 DNA structure-specific endonuclease 

FEN1 - human >gi_704377_bbs_157592 DNase IV=nuclear 42 kda 
5 T -> 3 1 exonuclease [human, HeLa cells, Peptide, 380 aa] 
>gi_642090 (L37374) endonuclease [Homo sapiens] >gi_3169155 

(AC004770) FEN1_HUMAN; MATURATION FACTOR 1 (MF1) ; DNase IV; 
RAD2_HUMAN [Homo sapiens] >gi_3980293_emb_CAA54166_ 

(X76771) flap endonuclease- 1 [Homo sapiens] 



MATURATION FACTOR 1 
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Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392834 

34313__1.R1084 
uC-osflcyp052d09bl 

392835 

34328_1.R1084 

uC-osroM202022cllbl 

BLASTN 

g6063530 

37 

5.0e-ll 

91 
35 

Oryza sativa genomic DNA, chromosome 3, clone: P0043E01 
392836 

34332JL.R1084 

uC-osflcyp053a01bl 

BLASTX 

g4584529 

153 

6.0e-20 

77 

66 

(AL049607) putative protein [Arabidopsis thaliana] 
392837 

34342_1.R1084 

uC-osflcyp053c06bl 

BLASTX 

gl491710 

261 

2.0e-22 

91 

53 

(X96506) alpha subunit; forms heterodimer with NC2 
alpha/Drl [Homo sapiens] 

392838 

34347JL.R1084 
g4969389 

392839 

34347_2.R1084 
g2280828 

392840 

34370_1.R1084 

uC-osflcyp061bl0bl 

BLASTX 

g4895189 

145 

1.0e-08 

70 

43 

(AC007661) unknown protein [Arabidopsis thaliana] 
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Seq. No. 


392841 


Contig ID 


34397JL.R1084 


^ 1 — moc;+- TT Q T 1 
Z> XllvJo L LO 1 




Seq. No. 


392842 


Contig ID 


34398_1.R1084 


E. 1 _ mnc ,4. TTCT 
O IllUoL. £*DX 


U^/ UbllCypU / UJjl/Jal 


Seq. No. 


392843 


Contig ID 


34400_1.R1084 


E, i — 7nr\c;-f- FQT 


Uk^ Uolltypi X OcAU OclX 


Seq. No. 


392844 


Contig ID 


34403 1.R1084 




rr471 ^29,2 


Seq. No. 


392845 


Contig ID 


34405_1.R1084 


J ILLUSL LOl 


osticypu / UCUlal 


oeq. ino . 


jyz o 4 o 


uonrig id 


o44±U l.K±Uo4 


o most Loi. 




beq. No. 




L-onx-ig xu 


04/117 1 p-i no a 


O ILL OS L JliOl 


^07^1 7/11 

go /ox. / ^ x 


Method 


BLASTX 


NCBI GI 


g520544 


dLiAoi score 




E value 


0 * ue 1 / 


Match length 


77 


% identity 


65 


ln^ox uescnpcion 


^uxzxyo; Defame ax* 


oeq. jno * 




uontig ±xj 


0/^00 1 Tji no A 




y a. / _7j t>o 


oeq. ino. 




uontig iu 


"34 4 "3 c; 1 t>"i no a 


ULvJiJ L Liu 1 




Method 


BLASTX 


NCBI GI 


g6093736 


BLAST score 


398 


E value 


1.0e-38 


Match length 


172 


% identity 


48 



[Sorghum bicolor] 



NCBI Description 



PECTINESTERASE 1 PRECURSOR (PECTIN METHYLESTERASE 1) (PE 1) 

>gi_1076365_pir S51370 pectinesterase (EC 3.1.1.11) PME1 

precursor - Arabidopsis thaliana >gi_2 12 9 66 6_pir JC4778 

pectinesterase (EC 3.1.1.11) 1 - Arabidopsis thaliana 
>gi_550306_emb_CAA57275_ (X81585) ATPME1 [Arabidopsis 
thaliana] >gi_903895 (U25649) ATPME1 precursor [Arabidopsis 
thaliana] >gi_6056393_gb_AAF02857 . 1_AC009324_6 (AC009324) 
Pectinesterase 1 [Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq.. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



392850 

34438_1.R1084 
uC-osflcyp074d06bl 

392851 

34445_1. R1084 
uC-osflcyp074g09bl 

392852 

34456JL.R1084 
uC-osflcyp074g06bl 

392853 

34488_1.R1084 

uC-osroM202029h05al 

BLASTX . 

g2832660 

360 

5.0e-34 

135 

51 

(AL021710) lipase-like protein [Arabidopsis thaliana] 
392854 

34490_1.R1084 . 
g5667632 

392855 

34494JL.R1084 

uC-osroM202028g01al 

BLASTX 

g3452497 

339 

2.0e-48 

122 

79 

(Y17796) ketol-acid reductoisomerase [Pisum sativum] 
392856 

34498_1.R1084 
gl&54320 

392857 

34503_1.R1084 
uC-osflcyp!32g09al 

392858 

34515J..R1084 
g2428784 

392859 

34521JL.R1084 
gl631612 

392860 

34530 1.R1084 
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5' -most EST 



uC-osflcyp!70fl0bl 



Ocq • LNO . 




Print* i rr TH 


Jrt J J J 1 < ulUOri 


5 '-most EST 


g427lT7 


Method 


BLASTX 


WL-JdI CjI 


_9 9 >l cnAi 

gzz4ouui 


jdIiAoi score 




Jti value 


4 . ue— 4 J 


Match length 


y y 


•s luenuiLy 


PA 
0 4 


nl-dI Description 


(Z97341) hypothetical protein [Arabidopsis thaliana, 


o e CJ . IN Q • 


o y z o 






O IUOSL Hoi 


ul osiicypi / iniiai 


LYLetnoo, 






y j " 0 " j j 


oju/io i score 


J1D 


E value 


7.0e-29 


Match length 


73 


% identity 


*7 C 
/ 0 


NCBI Description 






(GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 




>gi_629854_pir S30067 polygalacturonase - maize 




>gi zooolz eitio CAA4 /uoz (Xoo4zz) polygalacturonase 




mays] 


Seq. No, 


392863 


contig id 


.34D4Z 1.K1U04 


5' -most EST 


uC-osflcyp007a04b2 


beg. wo. 


oyzoo4 


^ontig ±u 


j4 JO / 1 • 1\1U O 4 




UU OSXICypU O IdUjDl 


Method " 


BLASTX 


NCBI GI 


g5881784 


dLiAoi score 


9 Ql 

zy / 


E value 


z . ue z d 


Match length 


62 


% identity 


85 


jncbi Description 


(AJz4y44z) putative AUXl-like permease [Arabidopsis 




thaliana] 


Seq. No. 


392865 


uonuig id 


04oyi 1 . KlUo4 


5 -most EST 


g3768254 


beq. No. 


392866 


LOuIly ID 


J4 DU / 1 . KlUo4 


S'-most EST 


g3766755 


Method 


BLASTX 


NCBI GI 


g5306263 


BLAST score 


245 


E value 


2.0e-20 


Match length 


143 


% identity 


41 



[Zea 
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NCBI Description 



(AC006233) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



[Nicotiana tabacum] 



392867 

34608_1.R1084 
g5038665 

392868 

34630_1.R1084 
g3759904 

392869 

34 635_1.R1084 
uC-osflcypl76b07bl 

392870 

34645_1.R1084 

uC-osflcyp002c07bl 

BLASTX 

gll71577 

468 

9.0e-47 

145 

63 

(X95343) hypersensitivity-related gene 
392871 

346*«_1.R1084 
g2280546 

392872 

34651_1.R1084 
uC-osflcypl73cllbl 

392873 

34656_1.R1084 
uC-osflcyp002f06bl 



392874 

34661_1.R1084 

uC-osflcyp002g03bl 

BLASTX 

g4584541 

765 

3.0e-81 

242 

60 

(AL049608) 3-hydroxyisobutyryl-coenzyme A hydrolase-like 
protein [Arabidopsis thaliana] 

392875 

34663_1.R1084 

g569748 

BLASTX 

g6016561 

396 

1.0e-68 

142 
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% identity 88 

NCBI Description MAGO NASH I PROTEIN HOMOLOG >gi_3123515_eitib_CAA70006_ 
(Y08761) Mago Nashi-like protein [Euphorbia lagascae] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392876 

34683JL.R1084 

g700663 

BLASTX 

g2501555 

183 

2.0e-13 

74 

51 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi__549984 (U13148) 
possible apospory-associated protein [Pennisetum ciliare] 

392877 

34690_1.R1084 

g3106770 

BLASTX 

g2980798 

505 

2.0e-58 

230 

57 

(AL022197) putative protein [Arabidopsis thaliana] 
392878 

34697_1.R1084 
g2442312 

392879 

34708_1.R1084 

g2798163 

BLASTX 

gl498384 

589 

1.0e-115 

265 

82 

(U60508) actin [Zea mays] 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST scores 

E value 

Match length 

% identity 

NCBI Description 



392880 

34727_1.R1084 
g2800561 

392881 

34732JL.R1084 

uC-osflcyp018cllb2 

BLASTX 

g3877047 

134 

1.0e-15 

73 
53 

(Z68116) Similarity to Human 3-oxo-5-alpha-steroid 
4 -dehydrogenase protein (PIR Acc. No. A35856) 
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[Caenorhabditis elegans] 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392882 

34735JL.R1084 

g287213 

BLASTX 

g4582783 

240 

5.0e-20 

77 

56 

(AJ006752) starch synthase, isoform V [Vigna unguiculata] 



Seq. No. 
Contig ID 
5 '-most EST 



392883 

34744_1.R1084 
g2443146 



Seq. No. 
Contig ID 
5 1 -most EST 



392884 

34745_1.R1084 
uC-osflcyp018e07b2 



Seq. No. 
Contig ID 
5' -most EST 



392885 

34748_1.R1084 
g4714725 



Seq. No. 
Contig ID 
5' -most EST 



392886 

34750_1.R1084 
g3761482 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392887 

34759_1.R1084 

g702004 

BLASTX 

g5921722 

183 

5.0e-13 

136 

35 

CHALCONE — FLAVONONE ISOMERASE { CHALCONE ISOMERASE) 
>gi_3126969 (AFO 61808) chalcone isomerase [Elaeagnus 
umbellata] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392888 

34763JL.R1084 

g701703 

BLASTX 

g3738306 

345 

4.0e-32 

141 

68 

(AC005309) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



392889 

34764_1.R1084 
uC-osflcyp019a08bl 
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Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



392890 

34765_1.R1084 

uC-osflcyp019al0bl 

BLASTX 

g2252841 

166 

1.0e-24 

134 

46 

(AF013293) No definition line found [Arabidopsis thaliana] 
>gi_6049883_gb_AAF02798.1_AF195115_18 (AF195115) No 
definition line found [Arabidopsis thaliana] 

392891 

34776JL.R1084 

uC-osflcyp019f02bl 

BLASTX 

g2244833 

155 

1.0e-09 

297 

22 

(Z97337) centromere protein homolog [Arabidopsis thaliana] 
392892 

34788_1.R1084 

uC-osf Icyp023a07bl 

BLASTX 

g4097561 

293 

3.0e-26 

123 

57 

{U64918) ATGP1 [Arabidopsis thaliana] 
392893 

34790_1.R1084 
uC-osflm202120f09bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392894 

34794JL. R1084 
uC-os f IcypO 0 5b0 9b 1 

392895 

34805_1.R1084 

uC-osflcyp023d08bl 

BLASTX 

g549010 

747 

2.0e-79 

160 

86 

EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 1 (ERF1) 
(OMNIPOTENT SUPPRESSOR PROTEIN 1 HOMOLOG) (SUP1 HOMOLOG) 

>gi_322554_pir S31328 omnipotent suppressor protein SUP1 

homolog (clone G18) - Arabidopsis thaliana 
>gi_16514_emb_CAA49172_ (X69375) similar to yeast 



50030 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



omnipotent suppressor protein SUP1 (SUP45) [Arabidopsis 
thaliana] >gi_1402882__emb__CAA66813_ (X98130) eukaryotic 
early release factor subunit 1-like protein [Arabidopsis 
thaliana] >gi_1495249_emb_CAA66118_ (X97486) eRFl-3 
[Arabidopsis thaliana] 

392896 

34812JL.R1084 
uC-osrocyp008c01bl 

392897 

34813JL.R1084 

g4879708 

BLASTX 

g5668814 

178 

1.0e-12 

83 

48 

(AC007519) ESTs gb_H36253 and gb_AA04251 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



392898 

34828JL.R1084 

uC-osflcyp047hllbl 

BLASTN 

g607894 

417 

0.0e+00 

630 

99 

Oryza sativa IR54 anther specific 
392899 

34852JL.R1084 
uC-osflcyp034h01bl 

392900 

34858_1.R1084 
uC-osflcyp035a08bl 

392901 

34859_1.R1084 
uC-osflm202106d07bl 



(RTS2) gene, complete cds 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
S'-most EST 
Method 



392902 

34866JL.R1084 
uC-osflcyp035d04bl 

392903 

34873_1.R1084 
uC-osroM202037g08bl 

392904 

34884_1.R1084 

g4879069 

BLASTX 
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NCBI GI 


g2271477 


BLAST score 


623 


E valup 

1—1 V UJ.U^ 


1 . Oe-64 




291 


% idpnt "i tv 


59 




( AFOOQfi^l \ AP47/^n-n rArahi Hnnq-i q thai i ^n^il 


kJ \J . L\ W » 


392905 


Pont" i a TD 
w \y ii u -i- \j j. i_y 


34888 2 R1084 


5 T -most EST 


uC-osf Icyp082b05al 


Method 


BLASTX 


NCBI GI 


g5262760 


BLAST score 


276 


E value 


3.0e-24 


Match length 


67 


% identitv 


85 


NPRT np^rTi ni"i nn 


(AL080283} Rpta — POP-1 i kp nrnt-pi n r Ar^bi n th^l i snal 


Q/^rr Kin 


J ^*£. _/ U U 






5 ' -most EST 


a2309816 


Method 


BLASTX 


NCBI GI 


g4336205 


BLAST score 


316 


TT T7^ 1 no 


• W C JJ 




1 *37 


% identity 


82 


NCBI Description 


(AF077372) cytochrome b5 reductase [Zea mays] 






Pontic/ TD 


34892 1 R1084 


«J ILIAJo L. J_jO ± 


nf_ nc-f 1 r*\rr\V\Q 9r-fl QK1 


Co IT Mo 




Print" i rr TH 


Oft_?UU 1 •t\lU04 


R 1 — Tnnc!+" 




Mpthod 


BLASTX 


NCBI GI 


g2149640 


BLAST score 


595 


E value 


1.0e-92 


Match length 


242 


% identity 


75 


NCBI Description 


(U91995) Argonaute protein [Arabidopsis thaliana] 



>gi_5733867_gb_AAD49755.1_AC007932_3 (AC007932) Identical 
to gb_U91995 Argonaute protein from Arabidopsis thaliana. 
ESTs gb_H76075, gb_AA720232, gb_N65911 and gb__AA651494 come 
from this gene 



Seq. No. 
Contig ID 
5* -most EST 



392909 

34914_1.R1084 
uC-osflcyp083a03al 



Seq. No. 
Contig ID 
5 '-most EST 



392910 

34917_1.R1084 
g2797350 



Seq. No. 



392911 
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Pnirf" i n TD 


34933 1 R1084 


5 T -most EST 


uC-osf Icyp083c06al 


Method 


BLASTN 


NCBI GI 


g4959460 


BLAST score 


55 


va 1 hp 


7 . Oe-22 


Mat" cln 1 ^nntV) 


321 


& t /Hoti i — t "hw 
o _hj.c;h l. _l l. y 


86 




7oa mav«! RAPR <3Tn^4 1 1 
ijCa may o i x-TiV^u oiucixx 




39?912 


Cr\n-i~ rr TH 
v^-OIitXy ±U 


"^4 Q4 ^ 1 Rl 0R4 

_} *i .7 *i _) X • x\X W O *± 


S'-mnst EST 

»-/ lllw O L. IjU 1 


iiC-o^f Irvn083d08al 


Method 


BLASTX 




a4582456 


BLAST score 


181 


E value 


4.0e-13 


11 d (— V 11 ICll^ L.11 


58 


?; i df^nt" i 1~ v 

o -i_ w ii lx i— y 


66 


WPRT npcpri "nt~ "Inn 


(ACCiOlfill) nntative 




■h n a 1 i anal 






(^y-^T^ -j | — f T T\ 

UOIlLly ±U 






nf'-osTlrvn083ellal 


lit; L-ilvJt-i. 


XJXJiTlO X /\ 


NCBI GI 


g3056601 


BLAST score 


178 


iii Vaxuc 




IMOL, Oil _LdiyL.il 


104 


% identity 


59 


NCBI Description 


(AC004255) T1F9.22 


JC4 • 1NU • 




l_,OIlL.Xy XIJ 




0 ~HlOSI- HiOl 


UL- OS XXCypU Ojcl-.ai 




O -7 X O 


Pnnfi rr T Pi 

v^oiiL-xy xu 


^4QQ1 1 R10P4 

J4 Jjl iiJAiUO 1 : 


5 1 -most EST 


a3766^94 


Mpthod 


BLASTX 


nprt c;t 


a!890575 


BLAST score 


236 


E value 


2.0e-19 


l id LL-li -Ldiy L.I1 


95 




51 


lnwdx uesci xptxori 


^YQT17A\ yvI nrrlnr^n 




V LiXy d.L. t: J 


C c. /-^r "Mr>. 




/**■ ^-v v-k 4- 4 r-v t r^v ' 

oomzig lu 




5 1 -most EST 


g54564"91 


Method 


BLASTX 


NCBI GI 


g4467139 


BLAST score 


630 


E value 


1.0e-65 


Match length 


169 



putative trithorax protein [Arabidopsis 



[Arabidopsis thaliana] 



[Horde urn 



50033 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -mast EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. - No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



72 

(AL035540) putative protein phosphatase-2c [Arabidopsis 
thaliana] 

392917 

35007_1.R1084 
g5003585 

392918 

35008_1.R1084 
uC-osflcypl68c05al 

392919 

35014JL.R1084 

uC-osflcypl29dl2al 

BLASTX 

g3643596 

273 

2.0e-40 

120 

72 

(AC005395) hypothetical protein -[Arabidopsis thaliana] 
392920 

35017JL.R1084 

g2799019 

BLASTX 

g3885334 

265 

1.0e-30 

124 

60 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 

392921 

35018_1.R1084 

uC-osflcypl29e04al 

BLASTX 

g5091552 

518 

1.0e-52 

111 

80 

(AC007067) T10O24.21 [Arabidopsis thaliana] 
392922 

35044_1.R1084 
g3761845 

392923 

35048JL.R1084 
uC-osflcypll7b08al 

392924 

35050_1.R1084 
uC-osflM202021h06al 



50034 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



392925 

35064J..R1084 

uC-osflcypl69f02al 

BLASTX 

g2829892 

174 

3.0e-12 

60 ' *' 

55 

(AC002311) putative pectinesterase [Arabidopsis thaliana] 
392926 

35076__1.R1084 
uC-osflcypl30dllal 



Method 


BLASTX 


NCBI GI 


g4586249 


BLAST score 


220 


E value 


9.0e-18 


Match length 


86 


% identity 


53 


NCBI Description 


(AL049640) putative pollen surface protein [Arabidops. 




thaliana] 


Seq. No. 


392927 


Contig ID 


35079 1.R1084 


5' -most EST 


uC-osflcypl30e04al 


Method 


BLASTN 


NCBI GI 


g4680488 


BLAST score 


46 


E value 


3.0e-16 


Match length' 


145 


% identity 


86 


NCBI Description 


Oryza sativa BAC clone 1.H19, complete sequence 


Seq. No. 


392928 


Contig ID 


35085 1.R1084 


5' -most EST 


g3766837 


Seq. No. 


392929 


Contig ID 


35090 1.R1084 


S'-most EST 


uC-osroM202013cllbl 


Seq. No. 


392930 


Contig ID 


35099 1.R1084 


5' -most EST 


g4715401 


Seq. No. 


392931 


Contig ID 


35110 1.R1084 


5' -most EST 


uC-osroM202035e02bl 


Method 


BLASTX 


NCBI GI 


g5081779 


BLAST score 


309 


E value 


7.0e-40 


Match length 


89 


% identity 


92 


NCBI Description 


(AF150630) cellulose synthase [Gossypium hirsutum] 



50035 



0 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392932 

35111JL.R1084 

g3762278 

BLASTX 

g3021344 

177 

1.0e-12 

80 

45 

(AJ004959) hypothetical protein [Cicer arietinum] 



392933 

35119_1.R1084 

uC-osflcypl55bl2bl 

BLASTX 

g3901268 

266 

5.0e-23 

146 

36 

(AF060173) SV2 related protein 



[Rattus norvegicusl 



392934 

35126JL.R1084 
uC-osflcypl56b0tlbl 

392935 

35127_1.R1084 

uC-osflcypl56b04bl 

BLASTX 

g4262152 

431 

3.0e-42 

110 

70 

(AC005275) putative f rataxin-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



392936 

35133_1.R1084 
uC-osflcypl56d!2bl 

392937 

35137_1.R1084 
uC-osflcypl56fl0bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



392938 

35138_1. R1084 
g2310679 

392939 

35145_1.R1084 
g2427698 



Seq. No. 
Contig ID 



392940 

35153 1.R1084 



50036 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No* 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 



uC-osroM202005d06bl 

BLASTX 

g3522937 

417 

2.0e-40 

158 

55 

(AC004411) unknown protein 
392941 

35156JL.R1084 
uC-osflcypl57e08bl 

392942 

35159JL.R1084 

g2312257 

BLASTX 

gl815664 

282 

5.0e-25 

113 

54 

(U83671) low molecular mass 
[Oryza sativa] 

392943 

35170_1.R1084 
g5771060 

392944 

35172JL.R1084 
uC-osrocyp016h02bl 

392945 

35178JL.R1084 
g242B975 

392946 

35187JL.R1084 

uC-osflcyp!58f06bl 

BLASTX 

g5541672 

129 

6.0e-ll 

97 

47 

(AL096859) putative protein 
392947 

35189JL.R1084 
uC-osflcypl58gl2bl 

392948 

35197JL.R1084 
uC-osflM202016d02bl 

392949 



[Arabidopsis thaliana] 



heat shock protein 0shspl7. 



[Arabidopsis thaliana] 
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Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '.-most EST 

Seq. No. 
Contig ID 
5* -most EST 
Method 



35212_1.R1084 
uC-osflcypl59g05bl 

392950 

35223JL.R1084 

g3768803 

BLASTX 

g4557587 

399 

1.0e-38 

112 
62 

fumarylacetoacetase >gi_119778_sp_P16930_FAAA_HUMAN 
FUMARYLACETOACETASE (FUMARYLACETOACETATE HYDROLASE) 

{ BETA- DI KETONAS E ) (FAA) >gi_106043_pir A37926 

fumarylacetoacetase (EC 3.7.1.2) - human >gi_182393 
(M55150) fumarylacetoacetate hydrolase [Homo sapiens] 

392951 

35235_1.R1084 

uC-osflcyp!60c09al 

BLASTX 

g3183991 

383 

2.0e-46 

208 

52 

(AJ005173) P69F protein [Lycopersicon esculentum] 
392952 

35244_1.R1084 

uC-osflcypl60d09al 

BLASTX 

g3790593 

147 

4.0e-09 

66 

42 

(AF079185) RING-H2 finger protein RHYla [Arabidopsis 
thaliana] 

392953 

35257JL.R1084 
g5038902 

392954 

35266_1.R1084 
uC-osflcypl60g02al 

392955 

35271JL.R1084 
g3761378 

392956 

35290JL.R1084 

uC-osflcypl61h05bl 

BLASTX 



50038 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Se.q. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4217999 
186 

2.0e-14 

87 
54 

(AC006135) 



putative ubiquitin — protein ligase 



(ubiquit in-conjugating enzyme) [Arabidopsis thaliana] 
392957 

35294_1.R1084 

uC-osflcypl62a05bl 

BLASTX 

g2865394 

219 

1.0e-17 

158 
45 

(AF036949) basic leucine zipper protein [Zea mays] 
392958 

35300JL.R1084 

uC-osflM202094b06bl 

BLASTX 

g2880043 

211 

1.0e-16 

95 
46 

(AC002340) putative 3-hydroxyisobutyryl-coenzyme A 
hydrolase [Arabidopsis thaliana] 

392959 

35301JL.R1084 
uC-osflcypl62cl2bl 

392960 

35316_1.R1084 

g4968896 

BLASTX 

g4680211 

480 

7.0e-48 
130 

75 - 
(AF114171) hypothetical protein [Sorghum bicolor] 

392961 

35332JL.R1084 

uC-osflm202101d06bl 

BLASTX 

g3367520 

728 

5.0e-77 

226 

61 

(AC004392) Similar to protein kinase APK1A, 
tyrosine-serine-threonine kinase gb_D12522 from A. 



50039 



thaliana. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID , 

5 '-most EST 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq.' No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



392962 

35337J..R1084 

uC-osflcypl74f01bl 

BLASTX 

g!213460 

394 

3.0e-44 

191 

51 

(U03374) C subunit of V-ATPase 



[Amblyomma americanum] 



392963 

35339_1.R1084 
uC-osflcypl74g07bl 

392964 

35352_1.R1084 
g2801116 

392965 

35354J..R1084 

uC-osflm202104d04bl 

BLASTX 

g3287695 

335 

3.0e-48 

135 

78 

(AC003979) Similar to hypothetical protein C34B7.2 
gb__1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 

392966 

35357_1.R1084 

g2431427 

BLASTX 

g2493318 

203 

8*0e-26 

84 

68 

BLUE COPPER PROTEIN PRECURSOR >gi_562779_emb_CAA80963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 

392967 

35419JL.R1084 
uC-osf lcypl7 9ellbl 

392968 

35424JL.R1084 
uC-osflcypl79h03bl 

392969 

35425 1.R1084 
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5 T -most EST 


uC-osflcypl79h07bl 


Seq. No. 


392970 


Contig ID 


35428 1.R1084 


5' -most EST 


g427190 


Seq. No, 


392971 


Contig ID 


35432 1.R1084 


5 T -most EST 


uC-osflcypl31d02al 


Seq. No. 


392972 


Contig ID 


35442 1.R1084 


5 ? -most EST 




Sea. No 


392973 


Contia ID 


3S443 1 R1DR4 


5 T -most EST 


a701987 


Method 


BLASTX 


NCBI GI 


g4309742 


BLAST score 


213 


E value 


2 Oe-16 


Match length 


104 


% identity 


42 


NCBI Description 


(AC006439) putative Rerl protein [Arabidopsis thaliana; 


Serr No 




Contig ID 


35453 1 R10-84 






Sea No 




font i a TD 




5 1 -most EST 


a2311707 


Method 


BLASTX 


NCBI GI 


g3868853 


BLAST score 


255 


E value 


1. Oe-21 


Match length 


118 


% identity 


46 


NCBI Descrinti on 


^nDuxjOv/jj oiT-L ciiioiiuxcu. piotein Lvxgna racLxauaj 


Sea No 




Contici TD 

VUlJiLX^ -L l-J 




5 1 —most EST 




Method 


BLASTX 


NCBI GI 


g4512624 


BLAST score 


434 


E value 


1.0e-84 


Match length 


234 


% identitv 


75 


NCBI Description 


(AC004793) Stronn si mi 1 sri fv fn rri 3fi334f)1 TT1 QT^ 7Q 




putative potassium transporter from Arabidoosis thaliar 




BAC gb_AC004238 


Seq. No. 


392977 


Contig ID 


35463_1.R1084 


5' -most EST 


uC-osflcyp022e05bl 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



P450 [Nicotiana tabacum] 



392978 

35468 JL.R1084 
g700439 

392979 

35473_1.R1084 
uC-osrocyp028c06bl 
BLASTX 
gl237250 
641 

1.0e-128 
350 
67 

(X9 67 8 4 ) cytochrome 
392980 

35475JL.R1084 

uC-osflcyp022allbl 

BLASTX 

g4454484 

302 

7.0e-55 

196 

60 

(AC006234) putative diacylglycerol kinase [Arabidopsis 
thaliana] 

392981 

35479_1.R1084 
uC-osflcyp029a01bl 

392982 

35512_1.R1084 
uC-osflcyp030c03bl 

392983 

35514JL.R1084 

uC-osflcyp030c08bl 

BLASTX 

g4538965 

145 

1.0e-14 

111 

42 

(AL049488) hypothetical protein [Arabidopsis thaliana] 
392984 

35533J..R1084 

g4879085 

BLASTX 

g5302799 

277 

2.0e-24 

151 

39 

(Z97341) gibberellin oxidase-like protein [Arabidopsis 
thaliana] 



50042 



o 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392985 

35542_1.R1084 

g2431481 

BLASTX 

g3617837 

657 

1.0e-130 

383 

31 

(AF035820) gibberellin action negative regulator SPY 
[Hordeum vulgare] 



Seq. No. 
Contig ID 
5 '-most EST 



392986 

35543JL.R1084 
uC-osflcyp031d04bl 



Seq. No. 
Contig ID 
5' -most EST 



392987 

35559JL.R1084 
uC-osflcyp032a08bl 



Seq. No. 
Contig ID 
5 '-most EST 



392988 

35595_1.R1084 
uC-osflcyp033f07bl 



Seq. No. 
Contig ID 
5 '-most EST 



392989 

35603JL.R1084 
uC-osflcyp039a04bl 



Seq. No. 

Contig ID 
5 '-most EST 



392990 

35609JL.R1084 
gl631985 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392991 

35622JL.R1084 

g3762463 

BLASTX 

g3298437 

693 

7.0e-73 

230 

64 

(AB010877) chloroplast ribosomal protein L3 [Nicotiana 
tabacum] 



Seq. No. 
Contig ID 
5' -most EST 



392992 

35649_1.R1084 
g2798392 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



392993 

35654__1.R1084 

g699952 

BLASTX 

g2459443 

469 

4.0e-47 
130 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



68 

(AC002332) putative NAD (P) -dependent cholesterol 
dehydrogenase [Arabidopsis thaliana] 



392994 

35659_1.R1084 

uC-osflM202054a02bl 

BLASTX 

g3821254 

535 

9.0e-98 

235 
78 

(AJ007789) geranylgeranyl 



reductase [Nicotiana tabacum] 



392995 

35688_1.R1084 
uC-osflcyp057e08bl 

392996 

35691JL.R1084 
g2312114 

392997 

35695JL.R1084 

g4715016 

BLASTN 

g5803242 

267 

1.0e-148 

449 

98 

Oryza sativa genomic DNA, chromosome 6, clone: P0535G04 
392998 

35696JL.R1084 
uC-osroM202004g09bl 

392999 

35707JL.R1084 
g2442552 

393000 

35725_1.R1084 

uC-osflcyp062b09al 

BLASTX 

g2708744 

148 

2.0e-09 

52 

62 

(AC003952) putative Bop-like zinc finger protein 
[Arabidopsis thaliana] 

393001 

35739_1.R1084 
uC-osflcyp062d02al 
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Method 


BLASTX 




NCBI GI 


g2098709 




BLAST score 


171 




R 1 1]A 


6. Oe-12 




Matr'ln 1 on iTi - }*i 
riatL<ll icily Lll 






% identitv 


47 




WPRT Hpqpti r>"i~ t r^T\ 






Wo 

~ * L\ \J • 






own i l y 


3^760 1 R1 0P.4 




5 T -most EST 


uC-osroM202037a03a1 




Method 


BLASTX 




NCBI GI 


g4510383 




BLAST score 


310 




F. VP 1 hp 


2 . Oe-28 




Mstch 1 f^nrrth 


86 




% identity 


73 


jSSSS. 


NCBI Description 


(AC007017) unknown protein [Arabidopsis thaliana] 




kJ \Z \J m L i| KJ • 


•J ^ J v U J 




Pont i rr TH 


3S776 1 R10R4 




J llLUO L IjOI 






• LNvJ • 




St 




3R7ft4 1 Rl OP. 4 




5 '—most F.^T 


nP-n<vFl rvnO 64 f 01 hi 




Mpt hnd 

lie i_lxv«/\^l. 


RT.A^TX 


CP 


NCBI GI 


g4490316 




BLAST score 


400 




E value 




W 




1 79 






48 




lnv^dx ucocnption 


(AL035678) nucellin— like protein [Arabidopsis thaliana 






j^jUUj 




r*r\r\ +■ ■? jt TH 

^(j>.nxxg xu 


qCTQQ 1 T?1 HQ 4 




"5 '-most F.ST 


a?31 2443 




Mpt hod 


RT.A^TX 

I 1 1 1 f— > ■ 1 x z\ 




NPRT 


rr3Q1 4Q3S 
y j^it jj j 




xjxxtu x ouvi c 


220 
v 




E value 


2.0e-17 




Match length 


62 






71 






^iVJO Jt\XD^oWLYLrlXi irx\kJliLXiN Ori ^ ir4± \J J *^g^- J^U4tUi?i7 eiXlD L»rVft.U f 
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di 1c L XII LULL J 






J _/ J U U 0 




^Uill_Xy A.U 






J iXWJ O l» X-i J X 


rr?31 1R^fi4 

tj^. JXXO 




l. -lv^ Li 1U 


RT.A^Ty 
jjxxriiJ x z\ 




NCBI GI 


g2880048 




BLAST score 


529 




E value 


3.0e-68 




Match length 


157 




% identity 


77 




NCBI Description 


(AC002340) unknown protein [Arabidopsis thaliana] 
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Seq. No. 


393007 


Contig ID 


35818 1.R1084 ' 


R i .^Aof F^T 


nf-nqf 1 V\909()l 4a09bl 


Seq. No. 


393008 


Contig ID 


35825 1.R1084 


J iUUO L ILOl 


y juu / j j j 


Seq. No.- 


393009 


Contig ID 


35837JL.R1084 








393010 


contig xjj 




c; i — TnoQt* F^T 








Pnnt" i rr T D 


35853 1 R1084 


S 1 -Tnnc?i- F^T 

.J ILLvJO L. Du J. 


nP-ocTfl rvnl 09a04M 










BLAST score 


259 


E value 


1.0e-26 


naucn leng ta 


OJ 


^ xaeni-iL.y 


DO 


NCBI Description 


(AC003979) Similar to LIM17 




the genome of Synechocystis 




unaxxana j 


oeq . iNO . 




uonrig lu 


jOoDj X.KXU04 


o most. jLoi 




beq. vio * 




pAnf i rr T n 

HJHL.-L.Uj X u 


^877 1 T?1fl84 




nf- n«?-F1 r , \7T^1 0Q-F04b1 


Method 


BLASTX 


NCBI GI 


g3935184 






JL VeAXUtS 




Match length 


223 


% identity 


42 


iNOoi ucscnpLion 


{ HmnA R "=17 \ F17T91 97 ra-rab-ii 


beq. mo. 


JzzOU X4 


contxg xu 


ODooX X.KXUC54 


w) 1LEAJO L, Hi O 1 


Li. v.' UOI ^Jl UZ.Uii.ii.HVJ J/U X 


beq. No. 




Print* i rr T D 


35891 1 R10R4 


5' -most EST 


uC-osroM202020allal 


Method 


BLASTX 


NCBI GI 


g3393062 


BLAST score 


639 


E value 


9.0e-67 


Match length 


165 



gb_D 90916. [Arabidopsis 
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% identity 72 

NCBI Description (Y17386) putative In2.1 protein [Triticum aestivum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Methpd 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



Seq. No. 
Contig ID 
5' -most EST 



393016 

35892_1.R1084 
uC-osflcyplllc05bl 

393017 

35904JL.R1084 

uC-osflcypllle08bl 

BLASTX 

g4827050 

544 

2.0e-55 

211 

48 

ubiquitin specific protease 14 (tRNA-guanine 
transglycosylase) >gi__1729927_sp_P54578_TGT_HUMAN QUEUINE 
TRNA-RIBOSYLTRANSFERASE (TRNA-GUANINE TRANSGLYCOSYLASE) 
(GUANINE INSERTION ENZYME) >gi_940182 (U30888) tRNA-Guanine 
Transglycosylase [Homo sapiens] 

393018 

35940JL.R1084 

g5038840 

BLASTN 

g5918186 

138 

3.0e-71 

446 

83 

Hordeum vulgare mRNA for hordeum vulgare (barley) 
ribophorin I, partial 

393019 

35955JL.R1084 
uC-osflcypll5c07al 

393020 

35961JL.R1084 
uC-osflM2020117e08al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



393021 

35962_1.R1084 

uC-osflcypll5cllal 

BLASTX 

g5123546 

143 

3.0e-14 

75 
57 

(AL079344) putative protein [Arabidopsis thaliana] 
393022 

35968JL.R1084 
g2799810 
BLASTN - 
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NCBI 'GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g58066 
53 

2.0e-20 

137 

91 

pBluescript SK(-) vector DNA, phagemid excised from lambda 
ZAP 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



393023 

35968_2.R1084 
g2800637 

393024 

35968_3.R1084 

g2800835 

BLASTN 

g950081 

52 

5.0e-20 

52 

100 

M.sativa mRNA for ASET2 
393025 

35972JL.R1084 
g2312507 

393026 

35977_1.R1084 
uC-osflcypll5el0al 

393027 

35982_1.R1084 
uC-osflcypll5f06al > 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



393028 

35996J..R1084 
uC-osflcypl41a08al 

393029 

36002_1.R1084 
g5004062 

393030 

36004_1.R1084 
uC-osflM202083cl0bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393031 

36025_1.R1084 

uC-osflM202064bl2al 

BLASTX 

g4512702 

433 

2.0e-42 

101 
79 

(AC006569) hypothetical protein [Arabidopsis thaliana] 



50048 



0 



Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID - 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



393032 

36037_1.R1084 
uC-osflcypl56bllal 

393033 

36048_1.R1084 

g4716195 

BLASTX 

g374€568 

659 

1.0e-143 

318 
82 

(AFO 61638) branched-chain alpha-keto acid decarboxylase El 
beta subunit [Arabidopsis thaliana] 

393034 

36062JL.R1084 - 
uC-osflcypl28c05al 

393035 

36063JL.R1084 
uC-osflcypl27e07al 

393036 

36081JL.R1084* 
g3767344 

393037 

36084_1.R1084 
g3768159 

393038 

36088JL.R1084 
uC-osflcypl27h08al 

393039 

36100J..R1084 

g4716771 

BLASTX 

g3201615 

422 

4.0e-64 

284 

48 

(AC004669) unknown protein [Arabidopsis thaliana] 
393040 

36104_1.R1084 

uC-osflcyp!28b09al 

BLASTX 

g5263310 

214 

1.0e-16 

76 
55 



50049 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC007727) EST gb_N95925 comes from this gene, 
thaliana] 



[Arabidopsis 



393041 

36105JL.R1084 

uC-osflcypl28bl0al 

BLASTX 

g2D88643 

369 

5.0e-35 

112 

44 

(AF002109) transcription factor SF3 isolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 ' -mos^ EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393042 

36109JL.R1084 
uC-osf Icypl52g04al 

393043 

36114_1.R1084 

uC-osrocyp017b06al 

BLASTX 

g5441894 

158 

2.0e-10 

99 

39 

(AP000367) EST AU030111 (E50640) corresponds to a region of 
the predicted gene.; hypothetical protein [Oryza sativa] 

393044 

36115_1.R1084 
g3761571 

393045 

36122_1.R1084 

uC-osflM202086b05al 

BLASTX 

gl946300 

226 

2.0e-18 

78 

31 

(Y12529) hypothetical protein [Silene latifolia] 



393046 

36126_1.R1084 

uC-osflcypll8b06al 

BLASTN 

g€016845 

34 

3.0e-09 

150 

81 

Oryza sativa genomic 



DNA, chromosome 1, clone : P0711E10 
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Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393047 

36132JL.R1084 

g2799141 

BLASTX 

g5902382 

234 

3.0e-19 

76 
61 

(AC009322) Unknown protein [Arabidopsis thaliana] 
393048 

36132_2.R1084 

g3763534 

BLASTX 

g5902382 

241 

1.0e-29 
157 

43 - 

(AC009322) Unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



393049 

36133_1.R1084 
uC-osflcypl28f04al 

393050 

36156_1.R1084 

uC-osflcyp017b09b2 

BLASTX 

g3341511 

292 

3.0e-26 

72 

76 

(AJ231134) cinnamoyl-CoA reductase 
393051 

36172 JL.R1084 
uC-osroM202028b03bl 



[Saccharum of f icinarum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393052 

36172_2.R1084 
uC-osflcypl51e01bl 

393053 

36179JL.R1084 

uC-osflcypl51h06bl 

BLASTX 

g4314378 

221 

9.0e-18 

86 

51 

(AC006232) putative lipase [Arabidopsis thaliana] 
>gi_5306262_gb_AAD41994.1_AC006233__5 (AC006233) putative 
lipase [Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



393054 

36180_1.R1084 
uC-osflcypl51h09bl 

393055 

36188JL.R1084 

uC-osflcyp089cl0bl 

BLASTX 

g4585899 

220 

1.0e-17 

71 

56 

(AC007133) unknown protein [Arabidopsis thaliana] 
393056 

36201_1.R1084 

uC-osflcyp012a09bl 

BLASTX 

g5714658 

620 

4.0e-72 

170 

85 

(AF165095) Rab GTP-binding protein Rablla [Gossypium 
hirsutum] 

393057 

36220_1.R1084 

uC-osflcyp012e09bl 

BLASTX 

g4678259 

629 

1.0e-65 

180 

22 

(AL049657) putative protein [Arabidopsis thalianal 



393058 

36232_1.R1084 

uC-osflcyp013bl0bl 

BLASTX 

g2737973 

399 

2.0e-38 

132 

62 

(U83625) protein kinase 



ZmMEKl [Zea mays] 



393059 

36237_1.R1084 

uC-osflM202020b06bl 

BLASTX 

gl084442 

318 

3.0e-29 
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o 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



72 
79 

cellulase {EC 3.2.1.4) - European elder 
>gi_575404_emb_CAA52343_ (X74290) cellulase [Sambucus 
nigra] 

393060 

36248JL.R1084 

g2428049 

BLASTX 

g3785989 

483 

2.0e-48 

168 

59 

(AC005560) unknown protein [Arabidopsis thaliana] 
393061 

36259JL.R1084 
uC-osflcyp091bl0bl 

393062 

36269JL.R1084 

g4880898 

BLASTX 

g2495171 

333 

7.0e-37 

127 

65 

DELTA-AMINOLEVULINIC ACID DEHYDRATASE PRECURSOR 
(PORPHOBILINOGEN SYNTHASE) (ALADH) 

>gi_1041423_emb_CAA63139_ (X92402) aminolevulinate 
dehydratase [Hordeum vulgare] 

393063 

36280JL.R1084 

uC-osflcypl39cl2bl 

BLASTX 

g5295971 

764 

1.0e-81 

149 

98 

(AB026295) EST D24315 (R1718 ) corresponds to a region of the 
predicted gene.; Similar to Tobacco DNA for retroviral-like 
transposon Tnt 1-94 . {X13777 ) [Oryza sativa] 

393064 

36294_1.R1084 

uC-osflcyp!40a07bl 

BLASTX 

g4102600 

416 

4.0e-42 

160 

61 
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NCBI Description (AF013467) ARF6 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393065 

36296JLR1084 

uC-osflcypl40allbl 

BLASTX 

g3953465 

306 

1.0e-27 

107 
50 

(AC002328) F20N2.10 [Arabidopsis thaliana] 
393066 

36314JL.R1084 

g701837 

BLASTX 

g4760700 

201 

2.0e-15 

79 

53 

(AB024437) peroxidase 1 [Scutellaria baicalensis] 
393067 

36315_1.R1084 

uC-osflcypl40g07bl 

BLASTX 

g2832608 

147 

5.0e-09 

131 

10 

(AL021637) leucine rich repeat-like protein (fragment) 
[Arabidopsis thaliana] 

393068 

36349JL.R1084 

g2799013 

BLASTN 

gl698774 

53 

1.0e-20 

53 

100 

Filamentous phage display expression cloning vector pZGT5 
with murine Ig kappa light chain fragment insert/ complete 
sequence 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



393069 

36349_2.R1084 
uC-osrocyp036b08al 

393070 

36356_1.R1084 
g3768433 



50054 



€1 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Asparagus officinalis] 



393071 

36372_1.R1084 
uC-osflcypll2c03al 

393072 

36398_1.R1084 

uC-osflcypll2g04al 

BLASTX 

gl531756 

209 

2.0e-16 

41 

93 

(X82413) proline-rich-like protein 
393073 

36404__1.R1084 
g3767873 



393074 

36420_1.R1084 

uC-osflM202054h09bl 

BLASTX 

g2342682 

745 

4.0e-79 

194 

71 

(AC000106) Contains similarity to Rattus AMP-activated 
protein kinase (gb_X95577) . [Arabidopsis thaliana] 

393075 

36421JL.R1084 

g2427681 

BLASTX 

g3123745 

373 

2.0e-35 

174 

45 

(AB013447) aluminum-induced [Brassica napus] 



393076 

36428JL.R1084 

g3061100 

BLASTX 

g3643082 

153 

8.0e-10 

92 
45 

(AF075579) protein phosphatase-2C; 
crystallinum] 



P P 2 C [ Me s embr yant hemum 



Seq. No. 
Contig ID 
5' -most EST 



393077 

36430_1.R1084 
uC-osroM202040h06bl 



50055 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4531446 

248 

9.0e-21 

89 

55 

(AC006224) hypothetical protein [Arabidopsis thaliana] 
393078 

36441_1.R1084 
uC-osflcypl21clibl 

393079 

36453JL.R1084 

uC-osflcypl21h08bl 

BLASTX 

g!709128 

450 

3.0e-58 
150 

78 . 

GLYCOGEN SYNTHASE KINASE-3 HOMOLOG MSK-2 

>gi_481019_pir S37643 protein kinase MSK-2 (EC 2.7.1.-) 

alfalfa >gi_31314 6_emb_CAA48473_ (X68410) protein kinase 
[Medicago sativa] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393080 

36455JL.R1084 
uC-osflcypl22a01bl 

393081 

36459JL.R1084 

uC-osflcypl22b05bl 

BLASTX 

g4544436 

230 

9.0e-19 

116 
47 

(AC006592) 
3 T partial 



anthocyanidin-3-glucoside rhamnosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



393082 

364 67_1.R1084 

uC-osflcypl22e03bl 

BLASTX 

g5689413 

179 

6.0e-13 

94 

40 

(AB028961) KIAA1038 protein [Homo sapiens] 
393083 

36476JL.R1084 
uC-osrocyp037hllbl 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393084 

36477_1.R1084 

g2443135 

BLASTX 

g416583 

177 

2.0e-12 

137 

36 

ACETYL-COENZYME A SYNTHETASE (ACETATE — COA LIGASE) 
(ACYL-ACTIVATING ENZYME) >gi_396404 (U00006) acetyl-CoA 
sythetase [Escherichia coli] >gi_1790505 (AE000480) 
acetyl-CoA synthetase [Escherichia coli] 

393085 

36485_1.R1084 
uC-osflcypl23b07bl 

393086 

36505_1.R1084 
uC-osflcyp!23gl0bl 

393087 

36511_1.R1084 

g5003546 

BLASTX 

g3738302 

382 

2.0e-36 

170 

45 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



393088 

36525_1.R1084 

uC-osflm202002e01bl 

BLASTX 

gl076511 

494 

1.0e-49 

125 

79 

H+-transporting ATPase (EC 3.6.1.35) - kidney bean 
>gi_758250_emb_CAA59799_ (X85804) H (+) -transporting ATPase 
[Phaseolus vulgaris] 

393089 

36544_1.R1084 
uC-osroM202013b07bl 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



393090 

36546_1.R1084 

uC-osflcypl25e08bl 

BLASTX 

g4585991 
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BLAST score 


229 


E value 


2.0e-18 
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Match length 


181 
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NCBI Description 


Cloning vector pCRSCRIPT SK[+], complete i 


Seq. No. 


393095 


Contig ID 


36604 1.R1084 


5' -most EST 


uC-osflM202031a02al 



230.91) 



sequence 



50058 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Gontig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



393096 

36630JL.R1084 

uC-osflcypl40c06al 

BLASTX 

g3252807 

485 

1.0e-48 

213 
51 

(AC004705) hypothetical protein 



[Arabidopsis thaliana] 



393097 

36633JL.R1084 

uC-osroM202013e02bl 

BLASTX 

g3335378 

278 

4.0e-24 

74 

74 

(AC003028) Myb-related transcription activator [Arabidopsis 
thaliana] 

393098 

36640JL.R1084 
uC-osflcypl40ellal 

393099 

36641JL.R1084 
uC-osroM202020e01al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393100 

36648JL.R1084 

g2798840 

BLASTN 

g58067 

41 

2.0e-13 

41 

100 

pBluescript SK(+) vector DNA, phagemid excised from lambda 
ZAP 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393101 

36650JL.R1084 
uC-osflcypl40g09al 

393102 

36654JL.R1084 

g2317568 

BLASTX 

g3687240 

143 

1.0e-08 

84 

25 

(AC005169) extensin-like protein [Arabidopsis thaliana] 



50059 



o 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393103 

36661JL.R1084 

g3762777 

BLASTX 

g3335359 

246 

9.0e-21 

63 

76 

(AC003028) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



393104 

36691JL.R1084 
uC-osflcypl31e06al 



Seq. No. 
Contig ID 
5 '-most EST 



393105 

36695JL.R1084 
g3767948 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393106 

36697_1.R1084 

uC-osflcypl41gl0al 

BLASTX 

gl28592 

372 

2,0e-35 

95 

68 

POLLEN-SPECIFIC PROTEIN NTP303 PRECURSOR 

>gi_82190_pir S22495 pollen-specific protein precursor 

common tobacco >gi_19902_emb_CAA43454_ (X6114 6) pollen 
specific protein [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST. 



393107 

36698_1.R1084 
uC-osflM2020114bllal 



Seq. No. 
Contig ID 
5 '-most EST 



393108 

36703_1.R1084 
g3761067 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393109 

36713_1.R1084 

uC-osflcypl42c06bl 

BLASTX 

g3885492 

785 

6.0e-84 

172 

84 

(AF063865) tapetum specific protein [Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



393110 

36732JL.R1084 

g2280904 

BLASTX 
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NCBI GI 

BIoAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2245061 
329 

1.0e-37 

127 

68 

(Z97342) Clp proteinase like protein [Arabidopsis thaliana] 
393111 

36736_1.R1084 
g3768830 

393112 

36737JL.R1084 

uC-osrocyp012h09fol 

BLASTX 

g4138583 

236 

2.0e-22 

71 

83 

(Y10821) plastidic ATP/ADP-transporter [Solanum tuberosum] 
393113 

36743__1.R1084 

uC-osflcypl43f01bl 

BLASTX 

g6018193 

326 

5.0e-30 

163 

44 

(AF114170) nucleotide-binding protein long form [Mus 
mus cuius] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



393114 

36751JL.R1084 
uC-osflcyp!43h01bl 

393115 

36765JL.R1084 

uC-osflM202094g03bl 

BLASTX 

g4539404 

376 

7.0e-51 

164 
62 

(AL049524) putative protein [Arabidopsis thaliana] 
393116 

36765_2.R1084 

uC-osflM202040a06bl 

BLASTX 

g4539404 

126 

1.0e-08 

93 
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% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

(AL049524) putative protein [Arabidopsis thaliana] 
393117 

36771JL.R1084 
g3762975 

393118 

36775_1.R1084 
g568339 

393119 

36792JL.R1084 
g3768686 

393120 

36795_1.R1084 
g5056018 

393121 

36804_1.R1084 

g3761604 

BLASTX 

g5579090 

262 

1.0e-22 

116 

46 

(AF099186) EH domain-containing protein EHD1 [Mus musculus] 
393122 

36805_1.R1084 
uC-osflcypl51e01al 

393123 

36810J..R1084 

g3766799 

BLASTX 

gll55255 

195 

9.0e-15 

60 

58 

(U39228) beta-glucosidase [Prunus avium] 
393124 

36848_1.R1084 

uC-osflcypl52cllal 

BLASTX 

g2501555 

335 

5.0e-31 

110 

63 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi_54 9984 (U13148) 
possible apospory-associated protein [Pennisetum ciliare] 



50062 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



393125 

36849J..R1084 

uC-osflcyp!52cl2al 

BLASTX 

g5734639 

656 

2.0e-68 
288 
81 ■ 

(AP000391) ESTs AU056036 (S20239) , C72753 (E2173) , 
AU056035 (S20239) correspond to a region of the predicted 
gene.; Similar to putative cytochrome P-450 (AC003680) 
[Oryza sativa] 

393126 

36852_1.R1084 
uC-osflcypl52d05al 



393127 

36879_1.R1084 

uC-osflcypl52h06al 

BLASTX 

g4490325 

274 

7.0e-24 

87 

56 

(AL035656) hypothetical protein 



[Arabidopsis thaliana] 



393128 

36890_1.R1084 

uC-osflcypl53b01al 

BLASTX 

g!169736 

163 

4.0e-ll 

85 

44 

FKBP-RAPAMYCIN ASSOCIATED PROTEIN (FRAP) (RAPAMYCIN TARGET 

PROTEIN) >gi_1083778_j>ir A54837 rapamycin/FKBP12 target 1 

- rat >gi_511229 (U11681) rapamycin and FKBP12 target-1 
protein [Rattus norvegicus] >gi_561858 (L37085) rapamycin 
target [Rattus norvegicus] 

393129 

36892_1.R1084 
uC-osflcypl53b03al 

393130 

36895_1.R1084 
g4715581 - 

393131 

36901_1.R1084 
g4714846 
BLASTX 
g3142291 
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BLAST score 


256 


E value 


2.0e-21 


Match length 


126 


% identity 


44 


NCBI Description 


(AC002411) Contains similarity to adenylate < 




gb AF012921 from Magnaporthe grisae. EST gb 




froin thi 6 ? ctphp r Arabi dnD^i ^ thalisnal 


Sea No 


393132 


Contia ID 


36904 1 R1084 


5' -most EST 


uC— osf lcvol S3rllal 


Method 


BLASTX 


NCBI GI 


g4103324 


BLAST score 


444 


E value 


2.0e-62 


Match length 


142 


% identity 


81 



NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 



(AF022716) 
tuberosum] 



GDP-mannose pyrophosphorylase [Solanum 



393133 

36919_1.R1084 
uC-osflcypl53f07al 

393134 

36924_1 .R1084 
uC-osflM202063el0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



393135 

36935_1.R1084 

uC-osflcypl53hl0al 

BLASTX 

g5902359 

255 

2.0e-30 

98 

76 

(AC009322) Heat-shock protein [Arabidopsis thaliana] 
393136 

36943_1.R1084 

uC-osflM202134c05al 

BLASTX 

g4580455 

178 

9.0e-13 

58 
69 

(AC006081) unknown protein [Arabidopsis thaliana] 
393137 

36950_1.R1084 

uC-osflcypl54b03al 

BLASTX 

g2464901 

150 

2.0e-09 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48 
58 

(Z99708) putative protein [Arabidopsis thaliana] 
393138 

36971_1.R1084 

uC-osflcypl54e04al 

BLASTX 

g2494165 

220 

1.0e-17 

54 

76 

DNA LIGASE { POLYDEOXYRIBONUCLEOTIDE SYNTHASE [ATP] ) 

>gi_2129574j?ir S71278 DNA ligase - Arabidopsis thaliana 

>gi_1359495_emb_CAA66599_ (X97924) DNA ligase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



393139 

36976_1.R1084 
uC-osflcyp!54f02al 



Seq. No. 
Contig ID 
5' -most EST 



393140 

36978JL.R1084 
uC-osflM202086c06al 



Seq. No. 
Contig ID 
5' -most EST 



393141 - 

36991_1.R1084 

uC-osflM202056allal 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



393142 

36992_1.R1084 
uC-osflcypl54h03al 

393143 

36995_1.R1084 
uC-osflcypl54h07al 



393144 

37007_1.R1084 

g2798119 

BLASTX 

g4079811 

230 

1.0e-18 

214 

3 

(AF071173) Herc2 



[Mus mus cuius] 



393145 

37014JL.R1084 

uC-osflcypl55e05bl 

BLASTX 

g4836948 

361 

3.0e-34 
104 



50065 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No, 

Contig ID- 
S' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



It 



80 

(AC006085) 
thaliana] 



Similar to human CGI-33 protein [Arabidopsis 



393146 

37015JL.R1084 
uC-osflcyp!55e06bl 

393147 

37029JL.R1084 

g3768781 

BLASTN 

g5714761 

50 

6.0e-19 

141 
61 

Oryza sativa subsp. indica serine/threonine protein 
phosphatase PP2A-4 catalytic subunit (PP2A) gene, complete 
cds 



Seq. No. 
Contig ID 
5' -most EST 



393148 

37031_1.R1084 

g3759692 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



393149 

37033_1.R1084 
g3768769 

393150 

37034_1.R1084 
uC-osroM202019bl0al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



393151 

37045_1.R1084 

uC-osflcypl56c07al 

BLASTX 

g5679844 

473 

2.0e-47 

88 

97 

(AJ243961) 11332.8 [Oryza sativa] 
393152 

37049_1.R1084 

uC-osflcypl56d03al 

BLASTX 

g4531442 

311 

3.0e-28 

98 

65 

(AC006224) hypothetical protein 
393153 

37062 1.R1084 



[Arabidopsis thaliana] 



50066 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



g3761479 
BLASTX 
g729944 
355 

5.0e-34 

102 

63 

POLLEN ALLERGEN ZEA M 1 (ZEA M I) 
major allergen ml protein - maize 
ml [Zea mays] 

393154 

37070JL.R1084 
uC-osflcyp!56h03al 



>gi 
>gi 



478272 
"293902" 



pir JC1524 

"(L14271) Zea 



Seq. No. 
Contig ID 
5 '-most EST 



393155 

37087J..R1084 
g4715014 



Seq. No. 
Contig ID 
5 '-most EST 



393156 

370 8 8_1. RIO 8 4 
g2798715 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No.' 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393157 

37096J..R1084 
g5607410 

393158 

37107_1.R1084 

uC-osflM202069el0al 

BLASTX 

gl362162 

312 

2.0e-28 

98 

55 

beta-glucosidase BGQ60 precursor - barley >gi_804656 
(L41869) beta-glucosidase [Hordeum vulgare] 

393159 

37118JL.R1084 
uC-osflcypl57f04al 

393160 

37122_1.R1084 

uC-osflcypl57f09al 

BLASTX 

g3915866 

342 

6.0e-32 

92 
73 

GLUTAMINYL-TRNA SYNTHETASE ( GLUTAMINE — TRNA LIGASE) (GLNRS) 
>gi_2995455_emb_CAA62901_ (X91787) tRNA- glut amine 
synthetase [Lupinus luteus] 



Seq. No. 



393161 



50067 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



37124_1.R1084 
uC-osflcypl57fllal 

393162 

37125_1.R1084 

g2317441 

BLASTX 

g3256035 

180 

2.0e-21 

122 

45 

(Y14274) putative serine/threonine protein kinase [Sorghum 
bicolor] 

393163 

37134J..R1084 

g3762403 

BLASTX 

g2501356 

715 

2.0e-75 

180 

74 

TRANSKETOLASE , CHLOROPLAST PRECURSOR (TK) 

>gi_1658322_emb_CAA90427_ (Z50099) transketolase precursor 
[Solanum tuberosum] 

393164 

37140JL.R1084 
uC-osflcypl58allal 

393165 

37160JL.R1084 
uC-osflcypl58e02al 

393166 

37180_1.R1084 
g4716642 

393167 

37195JL.R1084 
g3762003 

393168 

37204_1.R1084 

g4714681 

BLASTX 

g5262760 

283 

6.0e-25 

61 

90 

(AL080283) Beta-COP-like protein [Arabidopsis thaliana] 
393169 

37206 1.R1084 



50068 



5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



uC-osflcyp041g03bl 

BLASTX 

g3269287 

235 

2.0e-19 

73 

58 

(AL030978) GH3 like protein 



[Arabidopsis thaliana] 



393170 

37249__1.R1084 

uC-osflcypl61c01al 

BLASTX 

g5042412 

264 

1.0e-22 

114 

49 

(AC006193) Similar to glucan endo-1, 3-beta-glucosidase 
precursor [Arabidopsis thaliana] 

393171 

37264_1.R1084 
uC-osflcyp003f02bl 

393172 

37273JL.R1084 
uC-osflM202085h03al 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



393173 

37277_1.R1084 
g5003235 

393174 

37281_1.R1084 

uC-osflcypl61hl0al 

BLASTX 

g4006890 

204 

2.0e-27 

95 

67 

(Z99708) ubiquitin — protein ligase-like protein 
[Arabidopsis thaliana] 

393175 

37294_1.R1084 
uC-osflcypl62b03al 

393176 

37304__1.R1084 

uC-osroM202039e07al 

BLASTX 

g6017109 

192 

3.0e-14 
45 



50069 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

ttCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 f -most EST 



73 

(AC009895) hypothetical protein [Arabidopsis thaliana] 
393177 

37336JL.R1084 

uC-osflcyp078e07al 

BLASTX 

g4097569 

123 

1.0e-ll 

91 
54 

(U64915) GMFP4 [Glycine max] 
393178 

37339JL.R1084 
uC-osflcyp078ellal 

393179 

37355JL.R1084 
uC-osflM202070e02al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. ,No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



393180 

37356_1.R1084 

g4715873 

BLASTX 

g3929358 

129 

1.0e-13 

45 
73 

NADH-UBIQUINONE OXIDOREDUCTASE 23 KD SUBUNIT PRECURSOR 
(COMPLEX I-23KD) (CI-23KD) >gi_1666177_emb_CAA70326_ 
(Y09109) NADH dehydrogenase [Nicotiana tabacum] 

393181 

37364_1.R1084 
uC-osflcyp079b05al 

393182 

37382_1.R1084 

uC-osflcyp080bl2al 

BLASTX 

gl531758 

510 

3.0e-93 

222 

78 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 

393183 

37383JL.R1084 

uC-osroM202019c02bl 

BLASTX 

g2911042 

441 



50070 



E value 


1.0e-43 


L v idL.wII XCXly LI1 


1 no 


O lUCilUJ. 


84 




(AL091961} PhosDhoal veer ate dehvdroaena.se 




T 7i t* a lr\ t H/"m^qi 0 +* V*i a 1 ~t ana ] 
LHXaJjXClvjpoXo LIla.XXa.lIa. J 




^Q^l fi4 


^QliXly XL> 


"3749 R 1 PI f)ft4 


S f -mosr EST 


a5 00320 8 




BLASTX 


NCBI GI 


g4262174 


BLAST score 


197 


P "1 n o 

Hi V Cl-L Lit- 




LluL^il 1C11U 1.11 


51 


S: n Hpnt i f" v 

o .x> Vjidi u. j_ y 


71 


NTf^RT Plo q t~ i t>+" i on 
LN^OJ. UCOUlipUlUll 




Oq/t Kin 
Del]. IN vj . 


JjJlOJ 


\_/UIiLXy XJJ 




S'-mnqp F^T 


nr-o^fl rvnl 36al2al 


Mpr'lnnd 

i U1J.UU 




NCBI GI 


g4753658 


BLAST score 


182 


Hi VdlUc 


J.Uc Ij 




lift 
X X 0 


% identity 


40 


NCBI Description 


(AL049751) putative protein [Arabidopsis 1 


oeq • inu * 




Pnnf n /r TPt 


^74*37 1 131084 

J / i J / X • i\X uot 


o —most E*oi 


uu osrocypux /auoDi 


oeq. jno • 




O^in^ t /-X X Pi 

v^oiitig xu 


"374 4 R 1 Rl Ofi 4 




nSfifi7?Qfi 
y juu / _/ cj 


Mot - h oH 


XJXXTalJ X A 


NCBI GI 


g2961345 


BLAST score 


416 


£j vdluc 






Q4 


% identity 


80 


NCBI Description 


(AL022140) hypothetical protein [Arabidop, 




J JJ X 0 0 


Contig ID 


37453 1.R1084 


5 '-most EST 


uC-osroM202040b07bl 


Q/-\ "Mrs 


O-7OX0 ^7 


Contig ID 


37482 1.R1084 


5 '-most EST 


g3760059 


Seq. No. 


393190 


Contig ID 


37488 1.R1084 


5 '-most EST 


uC-osflcyp082cl0al 


Seq. No. 


393191 


Contig ID 


37493__1.R1084 



like protein 



50071 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



uC-osflcyp082d05al 

BLASTX 

g4586117 

190 

5.0e-14 

87 
53 

(AL049638) putative protein [Arabidopsis thaliana] 



393192 

37499_1.R1084 

uC-osflM202077b01bl 

BLASTX 

g3087888 

322 

2.0e-29 

113 

58 

(X94302) hexokinase 



[Solanum tuberosum] 



393193 

37500JL.R1084 
uC-osflcyp082e02al 



Seq. No. 
Contig ID 
5 '-most EST 



393194 

37525JL.R1084 
uC-osroM202025c05al 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



393195 

37542 JL.R1084 
g3763802 

393196 

37549_1.R1084 
g3762849 



Seq. No. 
Contig ID 
5' -most EST 



393197 

37551_1.R1084 
uC-osflM2020118al0al 



Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393198 

37556_1.R1084 
g5038543 

393199 

37565JL.R1084 

uC-osflM2020114g04al 

BLASTN 

g5852170 

33 

8.0e-09 

67 

96 

Oryza sativa indica(GLA4) 
clone:tl7804 



genomic DNA, chromosome 4, BAC 



Seq. No. 



393200 



50072 



Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID , 
5' -most EST 

Seq. No. 
Contig ID 
5'-most EST 



37566_1.R1084 
uC-osrocyp034b08al 

393201 

37574_1.R1084 
uC-osf lcypl4 9c01al 

393202 

37591J..R1084 
g4714778 ^ 
BLASTX 
g3298541 
227 

2.0e-18 

158 

37 

(AC004681) putative cellulose synthase [Arabidopsis 
thaliana] 

393203 

37593JL.R1084 
uC-osflcyp086bllal 

393204 

37597JL.R1084 

g3761371 

BLASTX 

g!550740 

519 

1.0e-52 

129 
75 

(Y07961) GDP-associated inhibitor [Arabidopsis thaliana] 
393205 

37623J..R1084 
uC-osflcyp086g01al 

393206 

37628_1.R1084 

uC-osflcyp086g06al 

BLASTX 

g3738338 

143 

6.0e-ll 

99 

45 

(AC005170) putative polygalacturonase [Arabidopsis 
thaliana] 

393207 

37630JL.R1084 
g3768574 1 

393208 

37635_1.R1084 
uC-osflM202085a07al 



50073 



4> 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E. r value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393209 

37641_1.R1084 
uC-osflcyp088a02al 

393210 

37660JL.R1084 
uC-osflcyp088e01al 

393211 

37667JL.R1084 
uC-osflcyp088f02al 

393212 

37677_1.R1084 
uC-osflcyp088g04al 

393213 

37681JL.R1084 
uC-osflcyp088gl0al 

393214 

37682JL.R1084 
uC-osflcyp088gllal 

393215 

37688_1.R1084 
uC-osflcyp088h07al 

393216 

37695_1.R1084 

uC-osrocyp015h05al 

BLASTX 

g5042155 

176 

1.0e-12 

54 

63 

(AL078620) putative protein [Arabidopsis thaliana] 
393217 

37699_1.R1084 

uC-osflcyp089b02al 

BLASTX 

g4218144 

146 

4.0e-17 

92 
45 

(AJ132398) glutathione transferase, GST 10b [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



393218 

37700JL.R1084 
g3761705 



Seq. No. 



393219 



50074 



4> 



Contig ID 


37707 1.R1084 


5 1 -most EST 


uC-osflcyp087hl2al 


OCLJ^ • ViKJ * 


393220 


Pont* -| rr T Tl 
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O ILIUO L LjO X 
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Ma "h Vi oH 
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BLAST score 
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E value 


3.0e-12 


L la. U i JLCLiyL.il 
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o lucn L.J- i__y 
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NCBI GI 


g3212854 


BLAST score 


165 


T tt a 1 na 

£j valUc 


D • Uc XX 


L v iai-cn ienyi-ii 


1 49 


% identity 


37 


NCBI Description 


(AC004005) unknown protein [Arabidopsis thaliana] 


oeq. LNL/* 


•5Q-599^ 


v^uiiuxy x u 


^7734 1 R1084 


3 ITIOSU EjOX 


y f± 0 0 UUUO 
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LYie LilOQ. 
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■vrri"DT CT 
1NL..DX ul 


y*lOO / jIj 


hsiiAoi score 


4 / o 


E value 


i • ue— ou 


Match length 


146 


% identity 


73 


lmg-dx utJoLxipLXun 


faP0070fiO} Qf rnnrr qimi l^rifv fn F1QT3 7 ai 3033380 nutat 




r , n3"f~riTTiAT pri(?i Ion c-nhnni t "Ftoto Arabidonsis thalians. BAC 




gb AC004238. ESTs gb Z17908, gb AA728673, gb N96555, 




gb_H76335, gb_AA712463, gb_W43247, gb__T45611, g 


IN U * 




^UllUX^ 1U 


37761 1 R1084 

J l / U X X » X\X v L> " 


5' -most EST 


g27 98738 


Seq. No. 


393226 


Contig ID 


37780 1.R1084 


5" -most EST 


g3761345 



Seq. No. 



393227 



50075 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



37783_1.R1084 
. g3768918 

393228 

37788JL.R1084 
uC-osflcyp091fl0al 
BLASTX 
•i ^4 4 9<£706 
,f§5*68 - *. - "" 
^-l.Oe-14' 
58 
59 

(AL035680) putative protein [Arabidopsis thaliana] 



Seq. No. 


393229 


Contig ID 


QT70Q 1 ni rtQ/l 

o 1 to y 1 . KlUo4 


o -most EST 


g4 / loooo 


Seq. No, 


393230 


Contig ID 


37798 1.R1084 


5 ' -most EST 


uC-osf IcypO 91n01al 


Seq. No. 


393231 


Contig ID 


37804 1.R1084 


5 '-most EST 


g5455390 


Method 


BLASTN 


NCBI GI 


g3172047 


BLAST score 


63 


E value 


1. Oe-26 


Match length 


119 


% identity 


88 


NCBI Description 


Oryza sativa gene f< 




cds 


Seq. No. 


393232 


Contig ID 


37846 1.R1084 


o -most EST 


go oU i K)3c. 


Seq. No. 


393233 


Contig ID 


37857 1.R1084 


5' -most EST 


uC-osroM202019fl0al 


Seq. No. 


393234 


Contig ID 


37861 1.R1084 


5 '-most EST 


g5607404 


Seq. No. 


393235 


Contig ID 


37871 1.R1084 


5 '-most EST 


g701018 


Method 


BLASTX 


NCBI GI 


g3298540 


BLAST score 


225 


E value 


2.0e-18 


Match length 


58 


% identity 


67 


NCBI Description 


(AC004681) unknown i 



complete 



50076 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

rpj! Seq. No. 
if Contig ID 
zl 5 '-most EST 

JZ Seq. No. 
□ Contig ID 
f7 5 '-most EST 

Seq. No. 
* Contig ID 

5' -most EST 

n Seq. No. 
]Z Contig ID 
Jjf 5 T -most EST 

O Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



O # 

393236 

37874JL.R1084 

g3762858 

BLASTX 

g4455232 

388 

3.0e-37 
172 

47 * - ^ 

(AL035523) putative protein [Arabidopsis thaliana] 

393237 

37884JL.R1084 
uC-osroM202039al0al 

393238 

37922_1.R1084 
uC-osflcyp097f01bl 

393239 

37925_2.R1084 
g571676 

393240 

37925_3.R1084 
g2309913 

393241 

37939JL.R1084 
g3763792 

393242 

37940JL.R1084 
g4714687 

393243 

37950J..R1084 
uC-osflM202031a05al 

393244 

37961JL.R1084 
uC-osflcyp098g01al 

393245 

37990J..R1084 

g5056153 

BLASTX 

g4586109 

234 

3.0e-19 

72 

64 

(AL04 9638) putative protein [Arabidopsis thaliana] 
393246 

37991JL.R1084 
g3106986 



50077 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq, No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 



393247 

37997_1.R1084 
uC-osflcyp099el2al 

393248 

37999JL.R1084 
uC-osflcyp099f03al 

393249 

38009JL.R1084 
g3761866 

393250 

38010_1.R1084 

g4715640 

BLASTX 

g3915039 

248 

3.0e-35 

141 

50 

SUGAR CARRIER PROTEIN C >gi_169718 (L08196) sugar carrier 
protein [Ricinus communis] 

393251 ' 

38012_1.R1084 

g3759658 

BLASTN 

g4097947 

58 

2.0e-23 

66 

97 

Oryza sativa beta-1, 3-glucanase precursor (Gns9) gene, 
complete cds 

393252 

38014__1.R1084 

uC-osflcyp!72d01al 

BLASTX 

gl346109 

533 

3.0e-54 

150 

28 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (GPB-LR) (RWD) >gi_540535_dbj__BAA07404_ (D38231) 
RWD [Oryza sativa] 

393253 

38021_1.R1084 
uC-osflcypl01a!2al 

393254 

38030_1.R1084 
g3761303 



50078 



Seq. No. 


393255 


Contig ID 


38036_1.R1084 


5' -most EST 


uC-osflcypl01c05al 


Seq. No. 


393256 


Contig ID 


38044 1.R1084 


5 1 -most EST 


g3768792 


Seq, No. 


393257 


Contig ID 


38062 1.R1084 


5 1 -most EST 


a4714963 

y i / x _^ vj 


Seq. No. 


393258 


Contig ID 


38063JL.R1084 


5 1 -most EST 


uC-osf lcvolOlallal 


Seq. No. 


393259 


Contig ID 


38070 1.R1084 


5 '-most EST 


uC-osroM202029d02bl 


Seq. No. 


393260 


Contig ID 


38075JL.R1084 


J ILL^J OL J_i \J ± 




Seq. No. 


393261 


Contig ID 


38077 1.R1084 




y j / uz. u j 


Seq. No. 


393262 


Contig ID 


38085 1.R1084 




a3762901 

y J / J W -L 


Spa No 


393263 


Print" l a T T) 


jou jo x . rv j. uoi 


5 1 —most EST 


nC— ostopvdOI 4c*1 1 hil 

1_> J- v^f y w J. t \j> j. -l. a./ j» 




"39*3264 


Contia ID 


38125 1 R1084 


5 V -most EST 


g5003875 


Method 


BLASTX 


NCBI GI 


g3402751 


BLAST score 


341 


E value 


8.0e-32 


Match length 


112 


% identity 


62 



NCBI Description (AL031187) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



393265 

38172_1.R1084 
uC-osflcypl09a09al 

393266 

38189_1.R1084 
uC-osflcypl09c06al 



Seq. No. 



393267 



50079 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description* 



38202J..R1084 

uC-osroM202029d!2al 

BLASTX 

g5441892 

227 

1.0e-18 
43 

100 ^ - 

(AP000367) ESTs' 

C96653(C10531),C'96654 (C10531) ,028571 (C61641)- correspond to 
a region of the predicted gene.; Similar to citrate 
synthetase. (AC004521) [Oryza sativa] 



Seq. No. 


393268 


oonuig xu 


joZVo X.KXUo4 


o -most sLoi 


uu- osrxcypxu yexzax 


beq. wo. 




uoncig ijj 




o ' -most EST 


g47 loo 9 9 


Method 


BLASTX 


NObX bl 


gz4y /o4U 


bijAbi score 




E value 


5 . Oe-43 


Match length 


luo 


% identity 


79 


NCBI Description 


PYRUVATE KINASE ISOZYME G, CHLOROPLAST 


Seq. No. 


oyjz / u 


Contig ID 


38222 1.R1084 


5' -most EST 


g2317593 


beq. wo. 


jy / x 


Contig ID 


38227 1.R1084 


5' -most EST 


g2800216 


Method 


BLASTX 


JNLbX (jX 


gXoooXoo 


rJXi/\b i score 


i on 
1ZO 


E value 


9. 0e-09 


Match length 


61 


% identity 


54 


NCBI Description 


HYPOTHETICAL 19.6 KD PROTEIN C23G10.2 




PRECURSOR >gi_1055071 (U39851) C23G10. 




[Caenorhabditis elegans] 


Seq. No. 


393272 


Contig ID 


38242 1.R1084 


5 '-most EST 


uC-osflcypll0a07al 


Seq. No. 


393273 


Contig ID 


38243 1.R1084 


5 '-most EST 


uC-osflcypll0a08al 


Seq. No. 


393274 


Contig ID 


38247 1.R1084 


5 '-most EST 


uC-osflcypll0b07al 


Method 


BLASTX 



IN CHROMOSOME III 
2 gene product 



50080 




NCBI GI 


g2618699 


BLAST score 


217 


ill v a± no 


1 . Oe-20 




165 


% identity 


34 


NCBI Description 


(AC002510) unknown protein [Arabidopsis thaliana] 


*>(=»rr Mo 

lJ " VJ • Vi KJ • 


393275 


Contig-ID 


38249~1.'R1084 


5 T -most EST 


g3763676 


Qprr No 


393276 


font* i a TD 


38270 1 R1084 


J ILlvJ O U IjOI 


rr31 06958 


Ot2y • 1NU • 






JO jlO l.i\J.UOi 


•~> 11L\J O L. uu J. 


nr-o<5f Icvnl72b09al 

UIV^ \J O -L. -1- V^. V _1_ / W Ci JL 


Mat" Vi oH 


PJ.ASTX 


NCBI GI 


g4432864 


BLAST score 


282 


IP Trs 1 no 
JZj Vai.ut! 


a Op-25 


Ma t~ 1 onrr'hVi 




% identity 


70 


NCBI Description 


(AC006300) hypothetical protein [Arabidopsis thaliana] 


oetj • "O • 


/ O 


v^LJlltXy J.L/ 


jo JiJ i.i\iyoi 


O — mOSTl iijO 1 


UU OSIiCypilJlUUOal 


oecj • ino . 




UOnHXy iU 


^P*}*}"* 1 T31 fiP.4 


*J 11LUO t uOi 




l lC <— J. 1\J\_1 


RT.A^TX 


NCBI GI 


g2239262 


BLAST score 


481 


E value 




Ma •(- 1 &nrr+"H 


X / \J 


o XvJ.cilL.XLy 


j *± 


inujdi uescrxpuxon 


/ V1 "3 0QC\ T^£i/-^+- -In Tn^-t-Hxrl oof i Iro nrA^Di Tt f tt13^/q1 
\ I IjZO J j peCLlH IuetIiyxCot.tiicit>fe; llJvc piULClIl Icj^cl iLlctyoj 


oecj- wo. 




uoncig xu 


^Pl^^P 1 Rl Ofid 


-J ilLvJ Ot DO 1 


y ju jo / j y 


U ti L.11WU. 


RT.A^TX 

DJjTliJ X 


MfDT (2T 
1NU.DX ul 


y jj du j-/o 


BLAST score 


439 


E value 


1.0e-43 


ixiatcn xeny til 


1 1 c 
iiJ 


^ XvUt?IlL.X uy 


7D 








orientalis ] 


Seq. No. 


393281 


Contig ID 


38382 1.R1084 


5 '-most EST 


g3107651 


Method 


BLASTX 



50081 



NCBI GI 


g3402817 


BLAST score 


186 


E value 


2.0e-13 


Match length 


48 


% identity 


77 


NCBI Description 


(AJ007829) lacZ f [Cloning vector pGreen] 


Spa No 


393282 
^ -/ j u 


Contig ID 


38389 1.R1084 


•J ILL WO L. DOl 


nP-nqf 1 rvnOI 430?bl 

U.W W O J LUy UllQU&JJX 


O C ^ • Vi \J • 




font 1 1 rr TD 


_J o -J ^ / x • r\.x vj o 'a 


5' -most EST 


a30610"00 

*^ *J \S \J J- W \J \s 


Mpt hr>H 


RLASTX 


NCBI GI 


g4584429 


BLAST score 


261 


F, Vri 1 IIP 

1—1 V -L. LA w 


1 Oe-22 


Match lencrth 


103 


% identity 


51 


NCBI Description 


(AJ237751) aquaglyceroporia [Nicotiana tabacum] 


Seq. No. 


393284 


Print i rr TO 


38431 1 R1084 


R » -mncf T7QT 


rr4?7 7fi"l 






pnnt - 1 rr TV) 


"3ft4^fi 1 R1 0ft4 




law uoJ.xri£.u^u^[ Z/iiXJJi 


Mpt horl 


BLASTX 


NCBI GI 


a4914683 


BLAST score 


207 


E value 


5.0e-16 


Ma1~ph 1 pnc7l~h 


181 


$; i fipnt 1 1 v 


30 


NCBI Description 


(AF067728) transactivating protein BRIDGE [Ratt 




norvegicus] 


Sprr No 


393286 


Contia ID 


38467 1 R1084 


J.LLWO L. DOX -£ 


Li W VJ o x x w_y \J _7 _7CIL/ 1UX 




W V o / 


Pont i rr TD 


3847S 1 R1084 


5 ' —most EST 


uC-osflcvD099c01bl 






NCBI GI 


a4874284 


BLAST score 


98 


E value 


1.0e-07 


rid UUli XCi.iyL.Il 






31 

W X 


NCBI Description 


(AC007212) putative itiitochondrial protein [Arab: 




thaliana] 


Seq. No. 


393288 


Contig ID 


38495_1.R1084 


5' -most EST 


uC-osrocyp027e03al 



50082 



Qorr "Mrs 




Contig ID 


38512 1.R1084 


5 '-most EST 


uC-osflM202063d02al 


Method 


BLASTX 


NCBI GI 


g2982469 




178 

X i o 


TT vfl 1 lip 

111 VCllUv 


2 Oe-12 


Match length 


44 • 


% identity 


77 




\J z. O ) pULaLJ. V d 


Qprr . Mo. 

h^/ W \M • W * 


393290 


Pont i a TD 


38524 1 R1084 


5 '-most EST 


nr-o^f^lrvnllSeOlal 

LA\w* \JtD X X \-< V X X C \s X CI X 






Contia ID 


38533 1 R1084 


5 '-most EST 


uC-osf r lcvr)104al2al 


Method 


BLASTX 


NCBI GI 


g4539324 




147 

x *a / 


Hi V GX Li" 




Match length 


53 


% identity 


57 


iNwoj. uebcnpLion 


^ r\i_i VJ O O D / j ) Lincoln 


Seq. No. 


393292 


Contig ID 


38542_1.R1084 


d niost doi 


os iicypi u^t-DUft a i 










5 1 —most EST 


uC— osf lcvnl04bllal 


O £\ J~*T K\t~\ 

oeq. ino. 




Cont i a TD 
i — y -L 


38552 1 R1084 


%J 1LLU O L UiJ 1 


a376lT8 9 


Mf=* t~ VinH 




NCBI GI 


g4567229 


BLAST score 


164 


i-i v d x Liti 




I'lCLH— 11 -LtJliy L,il 


Q1 


o j. u." 1 1 u -L u _y 




"NTPTIT Hflo^ri nf-i An 
LNU-.DX JJcoClTiptlOn 






cnaxiana j 


beg, jno. 




Pr\n-I- -1 rr T Pi 

^oiJXxy xu 


JOJ / o ±.i\xU0ft 


^ ILtAJ O L, DO 1 


rr97QP^ftfi 


Method 


BLASTX 


NCBI GI 


g4914402 


BLAST score 


267 


E value 


3.0e-24 


Match length 


84 


% identity 


70 



NCBI Description (AL050352) hypothetical protein [Arabidopsis thaliana] 



50083 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No., 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



393296 

38583_1.R1084 
g3759680 

393297 

38589J..R1084 
g3767761 

393298 

38597_1.R1084 
g5038614 

393299 

38604JL.R1084 
uC-osflcypl05g09al 

393300 

38635JL.R1084 
v g3760285 

393301 

38653_1.R1084 
uC-osflcypl34f03al 

393302 

38676_1.R1084 

g3767148 

BLASTN 

g5853039 

94 

5.0e-45 

105 

97 

Cloning vector pRS4110, 
393303 

38680_1.R1084 
uC-osroM202025fl0al 



complete sequence 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



393304 

38684_1.R1084 
g3106702 

393305 

38688JL.R1084 
uC-osroM202020f03al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



393306 

38689JL.R1084 
uC-osflcypl35bllal 

393307 

38713JL.R1084 
uC-osf Icypl35el2al 



Seq. No. 



393308 



50084 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
"BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



38715_1.R1084 
uC-osflcyp!35f02al 

393309 

38732JL.R1084 

uC-osflcyp!35h04al 

BLASTX 

g6094554 

664 

2.0e-69 

219 

66 

(AC010676) putative protein kinase [Arabidopsis thaliana] 
393310 

38739_1.R1084 

g3760112 

BLASTX 

g4902879 

259 

1.0e-24 

204 

33 

(AJ006943) phosphoribosyl pyrophosphate synthase isozyme 4 
[Spinacia oleracea] 

393311 

38740JL.R1084 
uC-osflcypl36a03al 

393312 

38757_1.R1084 
g2317610 
BLASTX 
gl3147X2 

iao 

.3.0e-14 
41 
85 

(U54615) calcium-dependent protein kinase [Arabidopsis 
thaliana] 

393313 

38775_1.R1084 
uC-osroM202020h02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393314 

38778_1.R1084 

g5667611 

BLASTX 

g5441889 

163 

6.0e-ll 

67 

46 

(AP000367) 
cerevisiae, 



Similar to SEC7 protein, Sac char omyces 
PIR2:S49764; Contains Immunoglobulins and major 



50085 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



histocompatibility complex proteins signature, 
[Oryza sativa] 



393315 

38782_1.R1084 

uC-osflcyp!36f05al 

BLASTN 

g6069643 

374 

O.Oe+OO 

469 

79 

Oryza sativa genomic 



(AL022604) 



DNA, chromosome 6, clone : P0514G12 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig t ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



393316 

38785_2.R1084 
uC-osflcypl36fl0al 

393317 

38785_3.R1084 
g2312409 

393318 

38799_1.R1084 
g3761546 

393319 

38812JL.R1084 
uC-osflcyp!62cl0al 

393320 

38815_1.R1084 
uC-osflcypl62d01al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393321 

38834_1.R1084 

uC-osflcypl62f03al 

BLASTX 

g5499713 

360 

4.0e-34 

124 

60 

(U78762) receptor-like kinase 



ARK IAS [Triticum aestivum] 



Seq. No. 
Contig ID 
5' -most EST 



393322 

38850_1.R1084 
uC-osflcyp!62h04al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



393323 

38861JL.R1084 

g5003294 

BLASTX 

g2914703 

407 

2.0e-39 
136 



50086 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



© 

57 

(AC003974) unknown protein [Arabidopsis thaliana] 
393324 

38868JL.R1084 

uC-osflcypl68b05al 

BLASTX 

g3549652 

340 

1.0e-31 

74 

91 

(AJ224 982) MAP3K epsilon protein kinase [Arabidopsis 
thaliana] 

393325 

38871JL.R1084 

uC*rosflcypl68bllal 

BLASTX 

g4850369 

240 

5.0e-20 

72 

65 

(AB027151) threonine synthase [Arabidopsis thaliana] 
>gi_4914408_emb_CAB43659.1_ (AL050352) threonine synthase 
[Arabidopsis thaliana] 

393326 

38872_1.R1084 

uC-osflcypl68bl2al 

BLASTX 

g2924509 

276 

5.0e-24 

181 

39 

(AL022023) subtilisin proteinase-like [Arabidopsis 
thaliana] 

393327 

38900_1.R1084 

g4714149 

BLASTX 

g2341033 

268 

2.0e-23 

78 

64 

(AC000104) Similar to Babesia aldo-keto reductase 
(gb_M93122) . [Arabidopsis thaliana] 

393328 

38905_1.R1084 

uC-osflcyp!72hl0al 

BLASTX 

g4895232 



50087 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. . 
Contig ID " 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. m No. 
Contig ID 
5' -most EST 



245 

8.0e-21 

60 

72 

(AC007660) hypothetical protein [Arabidopsis thaliana] 
393329 

38915_1.R1084 
uC-osflcypl68hllal 

393330 

38949JL.R1084 

g3767494 

BLASTX 

gl362103 

478 

9.0e-48 

161 

58 

ubiquitin conjugating enzyme - tomato 

>gi_88667 9_emb_CAA58111_ (X82938) ubiquitin conjugating 
enzyme [Lycopersicon esculentum] 

393331 

38965JL.R1084 

uC-osflcypl69g04bl 

BLASTX 

g2459411 

136 

7.0e-13 

174 

33 

(AC002332) hypothetical protein [Arabidopsis thaliana] 
393332 

38967 JL.R1084 
g3767721 

393333 

38974_1.R1084 

uC-osroM202038hllbl 

BLASTX 

g5734741 

178 

1.0e-12 

70 
54 

(AC007651) Similar to Ubiquitin Conjugating Enzyme 
[Arabidopsis thaliana] 

393334 

38988JL.R1084 
uC-osflcypl70c04al 

393335 

38989JLR1084 
uC-osflcyp!70c05al 



50088 



CI 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393336 

39000JL.R1084 

uC-osflcyp009c07bl 

BLASTX 

g4688621 

760 

1.0e-80 

215 

77 

(AJ237848) hypothetical protein [Brassica napus] 
393337 

39022JL.R1084 
g5003239 

393338 

39041_1.R1084 

uC-osflcypl71a05al 

BLASTX 

g4335735 

299 

9.0e-27 

144 

44 

(AC006248) hypothetical protein [Arabidopsis thaliana] 
393339 

39042_1.R1084 
uC-osflcypl71al2al 

393340 

39056_1.R1084 
uC-osflcypl71c06al 

393341 

39067_1.R1084 

g4715041 

BLASTX 

g2801536 

251 

3.0e-21 

75 

67 

(AF039531) lysophospholipase homolog [Oryza sativa] 
393342 

39068_1.R1084 

uC-osflcypl71e01al 

BLASTX 

g2435522 

207 

3.0e-16 

66 

64 

(AF024504) contains similarity to other AMP-binding enzymes 
[Arabidopsis thaliana] 



50089 






393343 
*j *j *j *± -j 


Contia ID 


39084 1.R1084 


5 1 -most EST 


uC-osrocyp015a04al 


Method 


BLASTX 


NCBI GI 


g4191782 


BLAST ^core 


324 


E value 


8* Oe-30 


Match length 


93 . * ■ 


% identity 


62 




(AC005917} WD— 40 reneat Drotein FArabidoDsis thalianal 


Spa No 


393344 


v^vjii i l y j.u 


39086 1 R1084 


5 1 -most EST 


uC-os?lcvol73a05al 




39334^ 


Print" "i rr TD 


39091 1 R1084 


5 T -most EST 


uC-o^Tlrvr>17 la09al 


Method 


BLASTX 


NCBI GI 


g5830789 


DT,7\ CT 1 qoAv-p 




Hi vai Lie 


2 0e-22 


Match length 


83 


% identity 


64 


INL-Dl UCOL-IipLxUli 


f AT.1 1 71 ft ^ "nn+"?it" i ■nyn'hPi n T Ar*ahi Hor*^ "i ^ 't"Vja1i3Tia"t 




393346 


uonxxg lu 


3QHQR 1 P1 OffA 


sJ O U 111 O X 


UoIU\--ypU-. jiiXXaX 




3Q33-17 


Pnni" i rr TH 

v^-vjl 1 L. X y iU 


39116 1 R1084 


5 1 -most EST 

ILLS— / O X_1i-J X 


uC-osflcvrjl72c07al 


Mp>1~horl 




WPRT f^T 

lNV^D X Ul 


rr21 91 1 97 

y j£ X. -7 X X -7 / t 




347 


E value 


1.0e-32 


Match length 


98 


^ luciiLXLy 


77 




(AFnfl7971 ^ rnnf-pi n<? cjimi 1 arif u +-n ^unpphnroppnc! pr*P7949 

\r\E. \J \J I £. 1 ± ) OUll UcLXilO oXHLXXaiX Ly L. vj oyilcUIlUOUUUUo x\_»Vy / Jit, 




cni7oiiiosoiua.x xveyxon useu as xjcisxs ox neutral bxtcix 




XeCOiXlDXilcl LxOnax ClOillUy vector \ rljj« ylX / 41_J_; J [iixaJjXUUp! 




+- Vi a 1 -J anal 

L.llCLX,X.ClilCLJ 


OtitJ . JNO * 




fnnt" n rr TO 
uui i t — Ly x u 


391?3 1 RIOPU 


5 1 -most EST 


uC-osf lM2020118c04al 

Ul\-» O X XX X4U \J £* \J X X U V»- \J T CI X 


Method 


BLASTX 


NCBI GI 


g3378493 


BLAST score 


252 


E value 


2.0e-21 


Match length 


118 


% identity 


45 


NCBI Description 


(AJ007579) cysteine proteinase [Ribes nigrum] 



Seq. No. 393349 



50090 



font i a TD 


39125 1 R1084 


5 '-most EST 


g3 4 625 3 6 


Method 


BLASTX 


NCBI GI 


g4584110 


BLAST score 


394 


E value 


7.0e-38 


Match length 


139 


% identity 


51 


NCBI Description 


(AJ133639) SAH7 protein [Arabidopsis thaliana] 


Sea No 


393350 


Contig ID 


39135 1.R1084 


5 '-most EST 


g4716228 


Sea No 


393351 

+J ~f -*J ■kJ tj J- 


Contia ID 


39145 1.R1084 


_> ILIUO L IjO 1 


a? 1 9 9^8 3 




39335? 


Pont" "i rr TV) 


"391 47 1 R1 Oft 4 


5 '-most EST 


uC-osf lcvDl72a06al 


Method 


BLASTX 


NCBI GI 


g2911148 


BLAST score 


158 




1. Oe-10 




34 


% identity 


85 


NCBI Description 


(AB005808) NADP-malic enzyme [Aloe arborescens] 


o ™ • nu > 


393353 

■J Zf «J *J «J -J 


fnnt" i rr TH 


39152 1 R1084 


»J ILLLJo L- HiO X 












S'-moqt EST 


nC-o q?1 r vnl 7 8 e 0 6a 1 




DiiflO X z\ 


NCBI GI 


g6041808 


BLAST score 


304 


j_i v ai Lie 


2 . Oe-27 


Match lencrth 


88 


% identity 


61 


NCBI Description 


(AC009755) unknown protein [Arabidopsis thaliana] 


O ^ « LNU • 


393355 
j ^ j j j j 


Contig ID 


39159 1.R1084 


5' -most EST 


g2796827 




393356 

J J J J J VJ 


Contig ID 


39172 1.R1084 


5 '-most EST 


uC-osflcypl73b03al 


Seq. No. 


393357 


Contig ID 


39191 1.R1084 


5 '-most EST 


uC-osflcypl73el2al 


Seq. No. 


393358 



50091 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



O 



39193_1.R1084 
uC-osflcypl78f!0al 

393359 

39206_1.R1084 
uC-osroM202032b02al 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5'-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



393360 

39214_1.R1084 
uC-osflcypl73fllal 

393361 

39216_1.R1084 
uC-osflcypl73g01al 

393362 

39232_1.R1084 

uC-osflcypl73h09al 

BLASTX 

g3738302 

332 

5.0e-31 

106 

59 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 

393363 

39248JL.R1084 

g2442904 

BLASTX 

g4512325 

174 

2.0e-20 

85 

57 

(AB023619) methyltransferase related protein [Mus musculus] 
393364 

39251JL.R1084 

g2799034 

BLASTX 

g4678297 

252 

3.0e-21 

95 
54 

(AL049655) protein disulf ide-isomerase-like protein 
[Arabidopsis thaliana] 

393365 

39267J..R1084 
uC-osflM2020114g01al 

393366 

39272 1.R1084 



50092 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



uC-osflcypl74dllal 

BLASTX 

g4874285 

290 

9.0e-42 

119 

69 

(AC007212 ) putative phosphatidylinositol/phophatidylcholine 
transfer protein [Arabidopsis thaliana] 



Seq. No. 393367 

Contig ID 39279JL . R1084 

5 '-most EST g3761182 

Seq. No. 393368 

Contig ID 39284_1 . R1084 

5 '-most EST uC-osf lcypl74f Olal 

Seq. No. 393369 

Contig ID 39293_1 . R1084 

5 '-most EST uC-osf Icypl74g04al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393370 

39307_1.R1084 

g3106853 

BLASTX 

g3875708 

148 

2.0e-09 

143 

5 

(Z35598) Asparagine, Serine and Glycine rich predicted 
protein [Caenorhabditis elegans] 

>gi_3880108_emb_CAA86461.1_ (Z46343) Asparagine, Serine and 
Glycine rich predicted protein [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393371 

39319_1.R1084 

g!631706 

BLASTX 

g5915821 

600 

4.0e-62 

178 

60 

CYTOCHROME P450 77A3 >gi_2739010_gb_AAB94593_ (AE022464) 
CYP77A3p [Glycine max] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



393372 

39325_1.R1084 

g569698 

BLASTX 

g4504909 

493 

2.0e-49 

244 

44 



50093 



NCBI Description karyopherin (importin) beta 3 >gi_2102696 (U72761) 
karyopherin beta 3 [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3' -hydroxylase [Petunia x hybrida] 



393373 

39344__1.R1084 

uC-osflcypl76g01bl 

BLASTX 

g5921647 

387 

3.0e-37 

120 
62 

(AF155332) flavonoid 
393374 

39353_1.R1084 
uC-osflcypl77a01al 

393375 

39361_1.R1084 
uC-osflcypl77b01al 

393376 

39387_1.R1084 
uC-osflcypl79bl2al 



393377 

39388JL.R1084 

uC-osroM202030a02al 

BLASTX 

g2440029 

254 

7.0e-45 

133 

72 

(Y14851) DAL1 protein [Arabidopsis thaliana] 
>gi_2440031_entb_CAA75115_ (Y14850) DAL1 protein 
[Arabidopsis thaliana] 

393378 

39389JL.R1084 
g3763761 

393379 

39441_1.R1084 

uC-osflM202081b03bl 

BLASTX 

gl363488 

167 

2.0e-ll 

42 
64 

IAA8 protein - Arabidopsis thaliana >gi_972919 (U18410) 
IAA8 [Arabidopsis thaliana] >gi_4314364_gb_AAD15575_ 
(AC006340) auxin-induced IAA8 protein [Arabidopsis 
thaliana] 



50094 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



393380 

39463J..R1084 
uC-osflcypl78f03al 

393381 

39471J..R1084 
uC-osflcypl78g04al 

393382 

39477JL.R1084 
uC-osflcypl78gl2al 

393383 

39479_1.R1084 

g3763546 

BLASTX 

g629688 

274 

1.0e-23 

111 
56 

dehydroquinase shikimate dehydrogenase - Common tobacco 
>gi_535771 (L32794) dehydroquinate dehydratase/shikimate 
dehydrogenase [Nicotiana tabacum] 

393384 

39480J..R1084 
uC-osflcypl78h04al 

393385 

39508JL.R1084 
uC-osf lcyp!7 9c03al 

393386 

39569JL.R1084 
uC-osflcypl22f04bl 

393387 

39571_1.R1084 

uC-osflM202048f02bl 

BLASTX 

g4803931 

332 

8.0e-31 

125 
57 

(AC006264) unknown protein [Arabidopsis thaliana] 
393388 

39583J..R1084 
g426260 

393389 

39592_1.R1084 
uC-osflM2020116d02al 



Seq. No. 



393390 



50095 



Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 



39599JL.R1084 
g3107731 

393391 

39607JL.R1084 
uC-osflcypl29a01al 

393392 

39615_1.R1084 

g3762957 

BLASTX 

g2586127 

340 

1.0e-31 

89 

69 

(U89510) b-keto acyl reductase [Hordeum vulgare] 
393393 

39616_1.R1084 

uC-osflcypl30a05al 

BLASTX 

g3894187 

160 

2.0e-10 

63 

54 

(AC005662) hypothetical protein [Arabidopsis thaliana] 
393394 

39632JL.R1084 
uC-osflcypl31g09al 

393395 

39639_1.R1084 
uC-osflcypl32e07al 

393396 

39646JL.R1084 
uC-osflcypl34dl2al 

393397 

39649__1.R1084 

uC-osflM202074h06al 

BLASTX 

g4759280 

235 

3.0e-19 

56 

79 

U5 snRNP-specific protein, 116 kD >gi_434759_dbj_BAA04 699_ 
(D21163) similar to human elongation factor 2 mRNA (HSEF2) . 
[Homo sapiens] 

393398 

39678_1.R1084 
g3761250 



50096 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



393399 

39689_1.R1084 
g5004730 

393400 

39700J..R1084 
g3759627 . 
BLASTX 
g3608495 
198 

4.0e-15 

74 

59 

(AF089738) plastid division protein FtsZ [Arabidopsis 
thaliana] >gi_4510351_gb_AAD2144 0 . 1_ (AC006921) plastid 
division protein FtsZ [Arabidopsis thaliana] 

393401 

39713_1.R1084 

g3761963 

BLASTX 

g3550483 

479 

7.0e-63 

181 

54 

(AJ224324) cp31BHv [Hordeum vulgare] 
393402 

39716_1.R1084 
g700664 

393403 

39732JL.R1084 
uC-osflcyp!59g04al 

393404 

39759_1.R1084 
uC-osflM202089c08bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



393405 

39774J..R1084 
g3766795 

393406 

39776_1.R1084 
uC-osflcypl55f06bl 

393407 

39781_1.R1084 
g4715094 

393408 

39795_1.R1084 
uC-osflcyp!57e02al 



50097 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

^ Seq. No. 

;tf Contig ID 

J1 5' -most EST 

m Method 

£1 NCBI GI 

fk BLAST score 

j[7 E value 

!T Match length 

y ;l % identity 

3 NCBI Description 

r a - 

p Seq. No. 
ft Contig ID 

5' -most EST 
^ Method 
O NCBI GI 
p BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



O • 

393409 

39796J..R1084 

g4879157 

BLASTX 

g4454032 

355 

1.0e-35 

148 

52 

(AL035394) putative protein [Arabidopsis thaliana] 
393410 

39808JLR1084 
uC-osflcypl58f08al 

393411 

39825_1.R1084 
uC-osflcypl60d02al 

393412 

39828_1.R1084 

g3762049 

BLASTX 

g2598575 

304 

2.0e-27 

121 

49 

(Y15293) MtN21 [Medicago truncatula] 
393413 

39840_1.R1084 

uC-osflcypl61g06bl 

BLASTX 

g3132478 

380 

4.0e-36 

289 

33 

(AC003096) bZIP-like protein [Arabidopsis thaliana] 
393414 

39841JL.R1084 
g3768168 

393415 

39848_1.R1084 
g3763214 

393416 

39852_1.R1084 
g5038718 

393417 

39874_1.R1084 
uC-osflcyp067g05al 



50098 



Seq. No. ^ 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393418 

39898JL.R1084 
uC-osflcypl71f04al 

393419 

39908JL.R1084 

g3761156 

BLASTX 

g4337196 

238 

1.0e-19 

122 

39 

(AC006403) putative serine/threonine receptor kinase 
[Arabidopsis thaliana] 



393420 

39911_1.R1084 

uC-osflcyp!72f06bl 

BLASTN 

g5852170 

401 

0.0e+00 

438 

98 

Oryza sativa indica(GLA4) 
clone:t!7804 



genomic DNA, chromosome 4, BAC 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
"Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



Seq. No. 

Contig ID 



393421 

39914JL.R1084 

uC-osroM202039a02bl 

BLASTX 

g2384671 

253 

2.0e-21 

68 

74 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 

393422 

39915_1.R1084 

uC-osflcypl72h06al 

BLASTX 

g2583117 

147 

6.0e-09 

43 

74 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
393423 

39925_1.R1084 
uC-osflcypl73e08bl 

393424 

39933 1.R1084 



50099 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5056127 
BLASTX 
g5882729 
167 

3.0e-ll 

70 
44 

(AC008263) 



ESTs gb T04387, gb_R84022 and gb_T42239 come 



from this gene. [Arabidopsis thaliana] 
393425 

39942JL.R1084 

uC-osflcypl75a02bl 

BLASTX 

g4803944 

694 

4.0e-73 

210 

50 

(AC006264) putative C2-domain protein (prosite: PDOC00380) 
[Arabidopsis thaliana] 



393426 

39946J..R1084 

uC-osflcypl75g04bl 

BLASTX 

g4337210 

636 

5.0e-66 

239 

52 

(AC006403) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 



393427 

39951J..R1084 

g5607572 

BLASTX 

g4835226 

255 

9.0e-22 

91 

52 

(AL049862) putative protein [Arabidopsis thaliana] 
393428 

39951_2.R1084 

uC-osflcypl76f08bl 

BLASTX 

g2832617 

237 

6.0e-26 

103 

63 

(AL021711) putative protein [Arabidopsis thaliana] 
393429 

39967 1.R1084 



50100 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5900756 
BLASTX 
g4759288 
236 

2.0e-19 

73 
62 

homolog of yeast (S. cerevisiae) ufd2 

>gi_2495703__sp_Q14139_Y126_HUMAN HYPOTHETICAL PROTEIN 
KIAA0126 >gi_1469175_dbj_BAA09475_ (D50916) The KIAA0126 
gene is partially related to a yeast gene. [Homo sapiens] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393430 

39985_1.R1084 

uC-os f Icyp 1 7 9d0 4bl 

BLASTX 

g5081779 

1203 

1.0e-132 

266 

87 

(AF150630) cellulose synthase [Gossypium hirsutum] 



Seq. No. 

Contig ID 
5' -most EST 



393431 

40003_1.R1084 
uC-osflcyp005e05b2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393432 

40004_1.R1084 

g2799137 

BLASTX 

g4336436 

261 

2.0e-22 

112 

51 

(AF092432) protein phosphatase type 2C [Lotus japonicus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393433 

40004_2.R1084 

g3761281 

BLASTX 

g4336436 

390 

1.0e-37 

106 

71 

(AF092432) protein phosphatase type 2C [Lotus japonicus] 



Seq. No. 
Contig ID 
5" -most EST 



393434 

40005_1.R1084 
uC-osflcyp005g05b2 



Seq. No. 
Contig ID 
5' -most EST 



393435 

40009J..R1084 
uC-os f IcypO 0 6b0 9b2 



50101 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



393436 

40012J..R1084 

g5003818 

BLASTX 

gl749546 

252 

5.0e-21 

93 

58 

(D89169) similar to Saccharomyces cerevisiae SCD6 protein, 
SWISS-PROT Accession Number P45978 [Schizo saccharomyces 
pombe] 

393437 

40013_1.R1084 
g2275943 

393438 

40017JL.R1084 
g701247 

393439 

40051JL.R1084 

uC-osflcyp011a09bl 

BLASTX 

g4680697 

131 

6.0e-15 

87 
54 

(AF132963) CGI-29 protein [Homo sapiens] 
393440 

40064_1.R1084 

uC-osflcyp012a01b2 

BLASTX 

g5430753 

169 

1.0e-ll 

127 

34 

(AC007504) Unknown Protein [Arabidopsis thaliana] 
393441 

40071JL.R1084 
uC-osflcyp012e09b2 

393442 

40077JL.R1084 
g700034 

393443 

40079_1.R1084 
g4715260 

393444 

40099 1.R1084 



50102 



5* -most EST 



uC-osroM202003e02a2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393445 

40100_1.R1084 

g2312506 

BLASTX 

gll74850 

466 

2.0e-46 

121 

79 

UBIQUITIN-CONJUGATING ENZYME E2-21 KD 2 
LIGASE 5) (UBIQUITIN CARRIER PROTEIN 5) 



(UBIQUITIN-PROTEIN 



Seq. No. 
Contig ID 



393446 

40115_1.R1084 

g3761523 

BLASTX 

g2239262 

524 

7.0e-60 

147 

80 

(Y13285) pectin methylesterase-like protein [Zea mays] 
393447 

40118JL.R1084 

uC-osrocyp026ellal 

BLASTX 

g4038034 

245 

1.0e-20 

62 

76 

(AC005936) unknown protein [Arabidopsis thaliana] 



393448 

40128_1.R1084 
uC-osflcyp018b!0b2 

393449 

40140JL.R1084 
uC-osflcyp019cl2b2 

393450 

40156JL.R1084 

g3767993 

BLASTX 

g3935181 

472 

4.0e-47 

101 

86 

(AC004557) F17L21.24 
393451 

40158 1.R1084 



[Arabidopsis thaliana] 



50103 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



uC-osflcyp021d08b2 

BLASTX 

g2582800 

466 

2.0e-46 

190 

53 

(Y11607) 



protein phosphatase 2C [Medicago sativa] 



393452 

40164J..R1084 

g5038742 

BLASTX 

g4731374 

377 

4.0e-40 

154 

58 

(AF133839) papain-like cysteine protease [Sandersonia 
aurantiaca] 

393453 

40171_1.R1084 

uC-osflcyp022cllbl 

BLASTX 

g4678322 

231 

5.0e-19 

83 

60 

(AL049658) putative protein [Arabidopsis thaliana] 
393454 

40192JL.R1084 

uC-osflcyp023fl0b2 

BLASTX 

g3142292 

534 

3.0e-54 

138 

68 

(AC002411) Contains similarity to tetratricopeptide repeat 
protein gb_U46571 from home sapiens. EST gb_Z47802 and 
gb_Z48402 come from this gene. [Arabidopsis thaliana] 

393455 

40195_1.R1084 
uC-osflcyp023h02b2 

393456 

40196J..R1084 
g4714074 

393457 

40202_1.R1084 
g3759054 



50104 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393458 

40239J..R1084 

uC-osflcyp027gllal 

BLASTX 

g2960364 

280 

1.0e-24 

90 
59 

(AJ224986) cinnamoyl CoA reductase [Populus balsamifera 
subsp. trichocarpa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393459 

40242_1.R1084 

g3763029 

BLASTX 

gl345978 

433 

2.0e-42 

101 

81 

OMEGA- 6 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 
>gi_457631 (L29214) omega-6 desaturase [Brassica napus] 



Seq. No. 
Contig ID 
5' -most EST 



393460 

40244_1.R1084 
uC-osflcyp028allal 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393461 

40259_1.R1084 

gl036885 

BLASTX 

g2146741 

481 

3.0e-48 

98 

89 

isopentenyl-diphosphate Delta-isomerase (EC 5.3.3.2) - 
Arabidopsis thaliana >gi_1293565 (U49259) isopentenyl 
diphosphate :diiaethylallyl diphosphate isomerase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393462 

40260_1.R1084 

uC-osflcyp029cllal 

BLASTX 

g6016720 

289 

1.0e-25 

69 

74 

(AC009325) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



393463 

40261JL.R1084 
uC-osflcyp029d07al 



50105 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



393464 - 

40267_1.R1084 

uC-osflcyp029gllal 

393465 

40286JL.R1084 

g2799764 

BLASTN 

g488161 

453 

0.0e+00 

469 

100 

Rice ribosomal external intergenic spacer DNA 
393466 

40290J..R1084 

uC-osflcyp031cl0bl 

BLASTX 

g3219815 

143 

1.0e-08 

59 
51 

MITOCHONDRIAL IMPORT INNER MEMBRANE TRANSLOCASE SUBUNIT 
TIM22 HOMOLOG >gi_2104453_emb_CAB08780_ (Z95397) unknown 
[Schizosaccharomyces pombe] 

393467 

40306_1.R1084 
uC-osflcyp032g09bl 



393468 

40321J..R1084 

g3760327 

BLASTX 

g4580521 

211 

7.0e-17 

63 

65 

(AF036304 ) scarecrow-like 



7 [Arabidopsis thaliana] 



393469 

40340J..R1084 
uC-osflM202065b02al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393470 

40347_1.R1084 

uC-osrocyp017f 03al 

BLASTX 

g2224915 

311 

2.0e-28 

113 

61 

(U95968) beta-expansin [Oryza sativa] 



50106 



Seq. No. 


393471 


Contig ID 


40352JL.R1084 


c, t -mr;<!t" TTQT 
-J ILUJo L JLOl 


iiP — n<3-rnM'?n9nndHn 9 
UbiUrJiUiUU'iUU OciZ 


Seq. No. 


393472 


Contig ID 


40361 1.R1084 
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Method 


BLASTX 


NCBI GI 


g2921830 


DT ACT" 1 cnnra 
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T<] 1 IIP 
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144 
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Method 


BLASTX 


NCBI GI 


g3819697 


DT ACT onnva 

ojjiio i score 


99 R 




0 • ue xo 


Match length 


105 


% identity 


49 
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^009^9*3 


Method 


BLASTX 


NCBI GI 


g2494115 


BLAST score 


298 


E value 


1.0e-26 


Match length 


121 


% identity 


68 


NCBI Description 


(AC002376) Strong si] 



[Arabidopsis thaliana] 



(gb_M90418). ESTs gb_T44122, gb_N6527 6, gb_AA041135 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



393478 

40420JL.R1084 
g3761278 



Seq. No. 



393479 



50107 



Cbntig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% , identity 



40428_1.R1084 

g4715251 

BLASTX 

g3860264 

638 

1.0e-66 

170 

74 

(AC005824) unknown protein [Arabidopsis thaliana] 
393480 

40442JL.R1084 
uC-osflcyp052ellal 

393481 

40458_1.R1084 
uC-osf Icyp053g03al 

393482 

40461JL.R1084 
g3760150 

393483 

40485_1.R1084 

g3762737 

BLASTX 

g3128209 

167 

2.0e-ll 

63 
51 

(AC004077) unknown protein [Arabidopsis thaliana] 



393484 

40498_1.R1084 

uC-osflcyp058e07al 

BLASTX 

g2764574 

202 

1.0e-15 

74 
50 

(AJ001009) pore protein of 24 



kD (OEP24) [Pisum sativum] 



393485 

40504 J..R1084 
uC-osflcyp061a07al 

393486 

40534_1.R1084 

g2800901 

BLASTN 

g2280517 

42 

3.0e-14 
66 
-51 



50108 



ft 



NCBI Description Nicotiana tabacum mRNA for BYJ15, partial cds 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



393487 

40538J..R1084 
uC-osflcyp065gl2bl 

393488 

40544J..R1084 
uC-osf Icyp066c03al 

393489 

40553_1.R1084 

uC-osflcyp067f05al 

393490 

40568JL.R1084 
uC-osroM202038h!2bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393491 

40570JL.R1084 
uC-osflcyp071g01al 

393492 

40571J..R1084 

uC-osflcyp071g09al 

BLASTN 

gl!77581 

35 

9.0e-10 

59 
92 

O.sativa pRRD8 gene promoter region 
393493 

40596_1.R1084 

uC-osflcyp075f07bl 

BLASTN 

gll957 

192 

1.0e-104 

244 

95 

Rice complete chloroplast genome 
393494 

40613_1.R1084 

g2799059 

BLASTN 

gl698774 

54 

,4.0e-21 

54 - 
100 

Filamentous phage display expression cloning vector pZGTS 
with murine Ig kappa light chain fragment insert, complete 
sequence 



50109 



Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
-E value 
Match length 
% identity 
NCBI Description 



393495 

40617_1.R1084 
g4715676 

393496 

40624_1.R1084 

uC-osflm202109b08bl 

BLASTX 

g4455180 

253 

1.0e-21 

110 

48 

(AL035521) putative protein [Arabidopsis thaliana] 
393497 

40641_1.R1084 

uC-osflcyp082b02al 

BLASTX 

g3360289 

246 

3.0e-42 

167 

29 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

393498 

40660JL.R1084 
uC-osrocyp033e02al 

393499 

40661_1.R1084 

uC-osroM202016e04al 

BLASTX 

g4587519 

477 

3.0e-52 

125 

83 

(AC007060) Strong similarity to F19I3.7 gi_3033380 putative 
coatomer epsilon subunit from Arabidopsis thaliana BAC 
gb_AC004238. ESTs gb_Z17908, gb_AA728673, gb_N96555, 
gb_H76335, gb_AA712463, gb_W43247 7 gb_T45611, g 

393500 

40661_2.R1084 

g3766932 

BLASTX 

g3402817 

277 

3.0e-24 

56 

95 

(AJ007829) lacZ' [Cloning vector pGreen] 



Seq. No. 



393501 



50110 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



like protein 



40668JL.R1084 
g2428945 

393502 

40684JL.R1084 
uC-osflcyp086e!2bl 
BLASTX 
g2827711 
523 

4.0e-53 
181 
65 

(AL021684) oxoglutarate dehydrogenase 
[Arabidopsis thaliana] 

393503 

40685JL.R1084 

uC-osflcyp086f04al 

BLASTX 

g4432861 

237 

1.0e-19 

71 

58 

(AC006300) hypothetical proteiji [Arabidopsis thaliana] 
393504 

40693_1.R1084 
uC-osflM202088b!0al 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -mo st EST 
Method 



393505 

40702_1.R1084 
g4714374 

393506 

40715_1.R1084 
g5771043 

393507 

40717_1.R1084 

g2800569 

BLASTX 

g729304 

272 

1.0e-23 

84 

68 

PYRUVATE DECARBOXYLASE ISOZYME 2 (PDC) 

>gi_479730_pir S35258 pyruvate decarboxylase (EC 4.1.1.1) 

2 - maize (fragment) >gi_22763_emb_CAA79818_ (Z21721) 
pyruvate decarboxylase [Zea mays] >gi_217 970_dbj_BAA03353_ 
(D14456) Pyruvate Decarboxylase [Zea mays] 

393508 

40727_1.R1084 

g3763320 

BLASTX 



50111 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



g6016731 
186 

2.0e-25 

80 

75 

(AC009325) unknown protein [Arabidopsis thaliana] 
>gi_6091718_gb_AAF03430.1_AC010797_6 (AC010797) unknown 
protein [Arabidopsis thaliana] 

393509 

40775JL.R1084 

uC-osflcyp003d06bl 

BLASTX 

g3193320 

136 

8.0e-10 

89 

51 

(AF069299) contains similarity to the subtilase family of 
serine proteases (Pfam: subtilase.hmm, score: 47.57); 
strong similarity to Cucumis melo (muskmelon) cucumisin 
(GB:D32206) [Arabidopsis thaliana] 

393510 

40790_1.R1084 

g702201 

BLASTX 

g3128217 

108 

7.0e-12 

77 

56 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
>gi_3337374 (AC004481) hypothetical protein [Arabidopsis 
thaliana] 

393511 

40851_1.R1084 

g5004989 

BLASTX 

g4895215 

201 

1.0e-15 

69 

58 

(AC007660) putative l-phosphatidylinositol-4 , 5-biphosphate 
phosphodiesterase [Arabidopsis thaliana] 

393512 

40861_1.R1084 
g3761238 

393513 

40897_1.R1084 
uC-osflcypl!6h01al 



Seq. No. 



393514 



50112 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



O • 

40923_1.R1084 

g2428858 

393515 

40924_1.R1084 

g5667317 

BLASTX 

g4263509 

361 

2.0e-37 

131 

67 

(AC004044) hypothetical protein [Arabidopsis thaliana] 



393516 

40926JL.R1084 

uC-osflM202014h05bl 

BLASTX 

g2832660 

395 

1.0e-51 

205 
51 

(AL021710) lipase-like protein 



[Arabidopsis thaliana] 



393517 

40929_1.R1084 

uC-osflcypl21g06bl 

BLASTX 

g419760 

476 

3.0e-49 

166 

34 

P-glycoprotein atpgpl - Arabidopsis thaliana 
>gi_3849833_emb_CAA43646_ (X61370) P-glycoprotein 
[Arabidopsis thaliana] >gi_4883607_gb_AAD31576 . 1_AC006922_8 
(AC006922) putative P-glycoprotein pgpl [Arabidopsis 
thaliana] 

393518 

40932JL.R1084 

uC-osflcyp003a05bl 

BLASTX 

g5002212 

115 

4.0e-10 

84 

48 

(AF144078) alpha-xylosidase precursor [Arabidopsis 
thaliana] >gi_5734722_gb_AAD4 9987 . 1_AC008075_20 {AC008075) 
Identical to gb_AF144078 alpha-xylosidase precursor from 
Arabidopsis thaliana. ESTs gb_W43892, gb_N96165, 
gb_T46694, gb_N37141, gb_R64965, gb_R90271, gb_AA651443, 
gb_AA712305, gb_T04189 and gb_AA597852 c 

393519 

50113 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



40938J..R1084 

uC-osflcyp003b09bl 

BLASTN 

g5821066 

432 

0.0e+00 

456 

99 

Oryza sativa gene for WH04, complete cds 



393520 

40962JL.R1084 

g3760678 

BLASTX 

g!669655 

146 

8.0e-09 

103 

35 

(X95962) CER3 



[Arabidopsis thaliana] 



393521 

40964_1.R1084 

uC-osflcyp003g01bl 

BLASTX 

g5734768 

753 

5.0e-80 

181 

71 

(AC007651) Hypothetical Protein [Arabidopsis thaliana] 
393522 

40965_1.R1084 

uC-osrocyp011h03al 

BLASTX 

gl546696 

368 

4.0e-35 

99 

68 

(X98807) peroxidase ATP21a [Arabidopsis thaliana} 
393523 

40982_1.R1084 

uC-osflcyp005b01bl 

BLASTX 

g6056196 

300 

5.0e-27 

131 

50 

(AC009400) unknown protein [Arabidopsis thaliana] 
393524 

40993_1.R1084 
g2443103 



50114 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl29960 

326 

3.0e-30 

150 

49 

4 -NITROPHENYLPHOS PHATASE (PNPPASE) 
>gi_5924022_emb__CAB56540.1_ (X51611) 
p-nitrophenylphosphatase [Saccharomyces cerevisiae] 



393525 

41004_1.R1084 

g4880243 

BLASTX 

g3024505 

497 

3.0e-88 

204 
80 

RAS-RELATED PROTEIN RAB11D >gi_623580 
[Nicotiana tabacum] 



(L29270) putative 



Seq. No. 
Contig ID 
5' -most EST 



393526 

41032JL.R1084 
uC-osflM202088c!0al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



393527 

41053JL.R1084 
g3760392 

393528 

41062_1.R1084 

uC-osflcyp085d03bl 

BLASTX 

g3413706 

313 

2.0e-28 

95 

60 

(AC004747) hypothetical protein [Arabidopsis thaliana] 
393529 

41080_1.R1084 

uC-osflcyp085hl2bl 

BLASTX 

g5051781 

355 

2.0e-36 

145 

54 

(AL078637) transport inhibitor response-like protein 
[Arabidopsis thaliana] 

393530 

41091_2.R1084 

g571876 

BLASTX 



50115 



4) 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



gl621268 
737 

1.0e-86 

203 
76 

(Z81012) 



unknown [Ricinus communis] 



393531 

41092JL.R1084 
uC-osflcyp086c09bl 

393532 

41093_1.R1084 

g4715765 

BLASTX 

g2980770 

577 

2.0e-59 

146 

75 

(AL022198) putative protein kinase 



[Arabidopsis thaliana] 



393533 

41109_1.R1084 

uC-osflcyp086h07bl 

BLASTX 

gl32712 

464 

4.0e-56 

135 

75 

CHLOROPLAST SOS RIBOSOMAL PROTEIN LI 6 >gi_71250_pir R5RZ16 

ribosomal protein L16 - rice chloroplast 
>gi_669084_emb_CAA33933_ (X15901) ribosomal protein L16 

[Oryza sativa] >gi_226645__prf 1603356BV ribosomal protein 

L16 [Oryza sativa] 

393534 

41116_1.R1084 
uC-osflcypl06bllbl 

393535 

41121JL.R1084 

uC-osflcypl06cl2bl 

BLASTX 

gl351834 

213 

6.0e-17 

65 

66 

PROBABLE AT P- DE PENDENT TRANSPORTER YCF16 >gi_1016162 
(U30821) ABC transporter subunit [Cyanophora paradoxa] 

393536 

41141JL.R1084 

g3763298 

BLASTX 



50116 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



g5734707 
154 

1.0e-09 

52 
58 

(AC008075) F24J5.3 [Arabidopsis thaliana] 
393537 

41151_1.R1084 
uC-osflcypl31b09al 

393538 

41156JL.R1084 
g3768562 

393539 

41159_1.R1084 

uC-osroM202019h08al 

BLASTN 

g2864607 

36 

2.0e-10 

104 

88 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 

393540 

41165JL.R1084 

uC-osroM202010d09al 

BLASTX 

g4115377 

220 

8.0e-18 

51 
82 

(AC005967) unknown protein [Arabidopsis thaliana] 
393541 

41176JL.R1084 
g5005142 

393542 

41179_1.R1084 
g4715768 

393543 

41182J..R1084 
g3107520 

393544 

41183JL.R1084 

uC-osroM202029c04al 

BLASTN 

gl68641 

57 

6.0e-23 



50117 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



153 
89 

Maize Mu transposable element MRS -A 



393545 

41195_1.R1084 
uC-osflcypl31hl2al 

393546 

41202JL.R1084 
g2798168 

393547 

41230_1.R1084 
g4715940 

393548 

41244_1.R1084 
g4714067 

393549 

41250_1.R1084 

g2442694 

BLASTN 

g5679837 

407 

0.0e+00 

603 

99 

Oryza sativa chromosome 



4 BAC 11332 genomic sequences 



393550 

41287_1.R1084 

gS767916 

BLASTX 

g4322304 

246 

4.0e-24 

108 
56 

(AF078035) translation initiation factor IF2 [Homo sapiens] 
393551 

41292_1.R1084 

g2799261 

BLASTX 

g5016095 

289 

6.0e-26 

70 

84 

(AF003551) lysine-ketoglutarate reductase/saccharopine 
dehydrogenase bifunctional enzyme [Zea mays] 

393552 

41297_1.R1084 
g3760980 
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Method 


BLASTX 


NCBI GI 


g595768 


BLAST score 


185 


E value 


1.0e-16 


Matrh 1 pnrri"h 


50 


% identity 


94 


NCBI Description 


(U13866) non-functional lacZ alpha peptide [Cloning vector] 


Seq. No. 


393553 


Contia ID 


41302 1 R1084 


•*J LU\J O w XJ i_7 JL 


a3769052 

y -j / vj _/ ->j 


Qprr Mo 


393554 


Pont* i rr TD 


41307 1 R1084 


5 1 -most EST 


a37 60457 


Method 


BLASTX 


NCBI GI 


g3329475 


BLAST score 


186 


E value 


4. 0e-20 


Match length 


166 


% identity 


39 


NCBI Description 


(AF069781) Bem46-like protein [Drosophila melanogaster] 






Contia ID 

vwil Li^m -2- 1—/ 


41318 1 R1084 












41 ^94 1 Rl (1ft4 


5 '-most EST 


cr2428083 


Method 


BLASTX 


NCBI GI 


g4049346 


BLAST score 


248 


E v ja 1 1 1 p 


5 0e-21 


Matph. 1 pneit'h 

lid Lull _L.CL_^ _.i.X 


106 


% identity 


51 


NPRT Dp^ptt Tit" i nr\ 


f ATiD "^4 ^ fi7 1 Tint" a. t" "i irp nTrit p> i n T Rra hi HrvriQ i q thai "i ansl 


O C VJ • J.N • 




Print - "i rr TO 


41328 1 R1084 


5' -most EST 


uC-osf lrvnl4 1 alibi 


Method 


BLASTX 


NCBI GI 


a6006848 


BLAST score 


742 


E value 


1.0e-138 


Matron 1 pnrrhh 


292 


S: t HptiI" "i "hv 

O _L^-i~lll L u y 


64 




fAPnOQS4n^ unknown nTD^Pin S T ina.r*1~ "i .a 1 fBrahi Hnn«?i ^ 




-J- Vi a 1 n anal 
Llla._L_Ld.Xla. J 


ot2<_£» INO • 




Print" n rr TPj 


41 ^^(1 1 R1 (1ft4 


5' -most EST 


uC-osflcypl41h01bl 


Method 


BLASTX 


NCBI GI 


gl845195 


BLAST score 


255 


E value 


8.0e-22 



50119 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity^. 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



113 
41 

(Y08297) HMGcl [Zea mays] >gi_5441504_emb_CAB46753 . 1_ 
(AJ131374) HMGcl protein [Zea mays] 

393559 

41339_1.R1084 

uC-osflcypl68bllbl 

BLASTX 

g4850369 

530 

6.0e-54 

146 

72 

(AB027151) threonine synthase [Arabidopsis thaliana] 
>gi_4914408_emb_CAB43659.1_ (AL050352) threonine synthase 
[Arabidopsis thaliana] 

393560 

41344_1.R1084 

uC-osflM202088b08al 

BLASTX 

gl314711 

463 

7.0e-51 

184 

61 

(U54 615) calcium- dependent protein kinase [Arabidopsis 
thaliana] >gi__3068712 (AF049236) calcium dependent protein 
kinase [Arabidopsis thaliana] 

393561 

41356_1.R1084 

uC-osflcypl68fllbl 

BLASTX 

g4895232 

183 

2.0e-16 

110 

45 

(AC007660) hypothetical protein [Arabidopsis thaliana] 
393562 

41395_1.R1084 
g5607475 

393563 

41411_1.R1084 
uC-osroM202016gl2bl 

393564 

41420_1.R1084 

uC-osflcyp!72h07bl 

BLASTX 

g4803836 

163 

3.0e-15 



50120 




Match length 


141 


% identity 


39 


NCBI Description 


(AB026987) a dynamin-like protein ADL3 [Arabidopsis 




thaliana] 


Seq. No. 


393565 


Contig ID 


41422 1.R1084 


5 1 -most EST 


uC-osflcypl73a01bl 


Method 


BLASTX 


NCBI GI 


g5002520 


BLAST score 


943 


E value 


1.0e-106 


Match length 


253 


% identity 


72 


NCBI Description 


(AL078606) putative phospholipase D-gamma [Arabidopsis 




thaliana] 


Seq, No* 


393566 


Contig ID 


41430 1.R1084 


5' -most EST 


uC-osflcypl73el0bl 


Method 


BLASTX 


NCBI GI 


g4886280 


BLAST score 


144 


E value 


6.0e-09 


Mst cYt 1 prtrrth 

Liu L^ll ICliHu^ 


93 


% identity 


37 




fALOSO^OO^ mrtative Drotsin TArabidoDsis thaliana 1' 


Sea No 


393567 


Contia ID 


41439 1.R1084 


5 '-most EST 


uC-osflcypl73h09bl 


Method 


BLASTX 


NCBI GI 


g4309738 


BLAST score 


289 


E value 


1. Oe-25 


Match length 


80 


% identity 


71 


NCBI Description 


(AC006439) putative tubby protein [Arabidopsis thaliana 


Seq. No. 


393568 


Contig ID 


41448 1.R1084 


S'-most EST 


g2800565 


Method 


BLASTX 


NCBI GI 


g5281036 


BLAST score 


307 


E value 


1.0e-39 


Match length 


161 


% identity 


60 


NCBI Description 


(AL080318) nucleotide sugar epimerase— like protein 




r Arab i don ^ i ^ thalianal 




393569 

J J J J \J z> 


Contig ID 


41448 2.R1084 


5" -most EST 


uC-osflcyp017c03bl 


Method 


BLASTX 


NCBI GI 


g3193316 


BLAST score 


413 



50121 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
•Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-40 

191 

61 

(AF069299) contains similarity to nucleotide sugar 
epimerases [Arabidopsis thaliana] 



393570 

41464_1.R1084 

g569815 
BLASTX 
g2129636 
192 

3.0e-30 

158 
49 

lipase - Arabidopsis thaliana >gi_1145627 
[Arabidopsis thaliana] 



(U38916) lipase 



393571 

41487JUR1084 

uC-osroM202035c09bl 

BLASTX 

g322525 

642 

7.0e-67 
152 

78 * ' 

omnipotent suppressor protein SUP1 homolog (clone A18) - 
Arabidopsis thaliana (fragment) >gi_16512_emb_CAA49171_ 
(X69374) similar to yeast omnipotent suppressor protein 
SUP1 (SUP45); ORF [Arabidopsis thaliana] 

393572 

41501JL.R1084 

uC-osflM202050a08bl 

BLASTX 

g2654868 

691 

8.0e-73 

212 

59 

(AF015301) RbohApl08 [Arabidopsis thaliana] 
393573 

41504_1.R1084 

g572225 
BLASTX 
g3023751 
300 

9.0e-27 

153 

19 

7 0 KD PE PTI DYLPROLYL ISOMERASE ( PEPTIDYLPROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_1076772_pir S55383 

peptidylprolyl isomerase (EC 5.2.1.8} - wheat 
>gi_854626_emb_CAA60505_ (X86903) peptidylprolyl isomerase 
[Triticum aestivum] 



50122 



to 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393574 

41505_1.R1084 

uC-osflcyp026allbl 

BLASTN 

g6002775 

249 

1.0e-137 

484 

99 

Oryza sativa hypothetical protein, fertilin alpha subunit, 
membrane protein homolog, and Myb-related protein genes, 
complete cds; and unknown gene 



Seq. No. 
Contig ID 
5' -most EST 
. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



393575 

41520JL.R1084 

uC-osflcyp026f07bl 

BLASTX 

g3913202 

739 

2.0e-78 

200 

71 

CENTROMERE /MICROTUBULE BINDING PROTEIN CBF5 
(CENTROMERE-BINDING FACTOR 5) (NUCLEOLAR PROTEIN CBF5) 
>gi_2239214_einb_CAB10tel.l_ (Z97210) centromere /microtubule 
binding protein cbf5 [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393576 

41522JL.R1084 

uC-osflcyp026fllbl 

BLASTX 

g2826786 

350 

1.0e-32 

113 
64 

(Y10905) RAPB protein 



[Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



393577 

41536_1.R1084 
uC-osrocyp016c07bl 



Seq. No. 
Contig ID 
5 '-most EST 



393578 

41541J..R1084 
g3107699 



Seq. No. 
Contig ID 
5 '-most EST 



393579 

41559_1.R1084 
uC-osflcyp028e06bl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



393580 

41565JL.R1084 

gl632534 

BLASTX 

g4263521 

197 



50123 



HP 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



1.0e-21 

108 

22 

(AC004044) putative WD-repeat protein [Arabidopsis 
thaliana] 

393581 

41587_1.R1084 
uC-osflcyp055f 02bl 

393582 

41601_1.R1084 
uC-osflcyp065bl0bl 

393583 

41611_1.R1084 

uC-osflcyp065fl2bl 

BLASTX 

g4585976 

251 

3.0e-21 

97 

53 

(AC005287) Unknown protein [Arabidopsis thaliana] 
393584 

41633_1.R1084 
g3761464 

393585 

41640_1.R1084 

uC-osflcyp066c07al 

BLASTX 

g2267597 

246 

3.0e-27 

78 

84 

(AF009413) 10 kDa chaperonin [Oryza sativa] 
393586 

41648_1.R1084 
g5803409 

393587 

41648_2.R1084 
g4715126 

393588 

41649_1.R1084 
uC-osroM202032h05al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



393589 

41674_1.R1084 

uC-osflcyp066h01al 

BLASTX 

g2980795 



50124 



BLAST score J - 


201 \ ' - ' K ^' 


E value 


1.0e-29 


Match, length. 


76 


% identity 


70 


NCBI D^^r Tint ion 


(AL022197} mitative Drotein FArafoidorjsis thalianal 


Sea No 


393590 


Pont i a TD 


41678 1 R1084 


5 1 -most EST 


g37 607*56 


Method 


BLASTX 


NCBI GI 


gl931631 


BLAST score 


672 


E value 


2.0e-70 


Match length 


140 


% identity 


92 


NCBI Description 


(U93561) glutamate dehydrogenase [Zea mays] 


Seq. No. 


393591 


Contig ID 


41684 1.R1084 


5 T -most EST 


g3769007 


Seq. No. 


393592 


Contig ID 


41687 1.R1084 


O ILL WO L» J—iO 1 


a2317287 






pnn t" in Tfl 


11UOO J. • -LAX U O *± 


5 ' -most EST 


uC-osf Icvn067a08al 


Method 


BLASTN 


NCBI GI 


a2854048 


BLAST score 


33 


E value 


9.0e-09 


Mat cln lpno"t~h 


45 


% identity 


96 


NCBI Description 


Oryza sativa receptor serine/threonine kinase mRNA, 




cds 


Seer. No. 


393594 


Contig ID 


41691 1.R1084 


•uf ILLV^ O L. ill kJ _L 


nf*— n^fl rvr>nfi7h01 ^1 

U^/ UOlXU^^vJ w / U -L d -L 


Spct No 


393595 
-j ^> «j 


Contia TD 


41699 1 R1084 


5' -most EST 


uC-osf Icyp067cl2al 


Method 


BLASTX 


NCBI GI 


a4567229 


BLAST score 


163 


E value 


7.0e-ll 


1 Id L. Oil XCUU Lll 


7S 




41 


NCBI Description 


(AC007119) putative pectin methylesterase [Arabidoj 




thaliana] 


Seq. No. 


393596 


Contig ID 


41705JL.R1084 


5 '-most EST 


uC-osflcyp067d01al 
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Seq.' No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393597 . . 

41714JL.R1Q84 

g2428964 

BLASTX 

g480109 

166 

3.0e-ll 

79 
1 

EPPT protein - hydromedusa (Podocoryne carnea) (fragment) 
>gi_396743_emb_CAA52402_ (X74358) Pod-EPPT [Podocoryne 
carnea] 



Seq. No. 


393598 


Contig ID 


41718 1.R1084 


5 '-most EST 


uC-osflcyp067el0al 


Method 


BLASTX 


NCBI GI 


g4539009 


BLAST score 


203 


E value 


1.0e-15 


Match length 


68 


% identity 


56 


NCBI Description 


(AL049481) putative 


Seq. No. 


393599 


Contig ID 


41736 1.R1084 


5' -most EST 


uC-osflcyp067gllal 


Seq. No. 


393600 


Contig ID 


41741 1.R1084 


5' -most EST 


uC-osflcyp067h06al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393601 

41752JL.R1084 
uC-osflcyp071c.01i5l 

BLASTX ' ~ - ' 

g6056388 

696 

2.0e-73 

150 

89 

(AC009324) 26S proteasome ATPase subunit [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



393602 

41755J..R1084 
g4714927 

393603 

41761_1.R1084 

g286615 

BLASTX 

g3128173 

345 

3.0e-32 

91 

76 
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NCBI Description (AC004521) hypothetical protein [Arabidopsis -thaliana] 



Sea. No. 


393604 


Contig ID 


41762 1.R1084 


5 ? -most EST 


uC- os f 1M2 02040al2bl 


Method 


BLASTX 


NCBI GI 


g5731737 




4QR 


F. va lnp 


2 Oe-50 


Mritph 1 pnn"i"h 


159 






NCBI Descrintion 


(AB0218781 similar to vpa<?t qorH nm/nrnh 






Seq. No. 


393605 


Contig ID 


41770 1 R1084 


5' -most EST 


uC-osrocyp008a01fol 


Method 


BLASTX 




rr>>ft494 


BLAST qror? 


384 


E value 


6.0e-37 


Match length 


101 


u J.UC111 — l >— y 


7(1 




\r\Li\J£.± f *± Z7 } px ettiOL.StJ. piUtclil Li^XaDXCLOpS . 


o e q * in o . 




Loncig ±u 


/ 1 7Q"3 1 D1 HQ A 


C 1 /->. <-» 4- ■COT* 

D — mOSTI ii*oI 


uu-os roMz u z u o znu J a i 






Print" "i rr TD 




5' -most EST 


g376lT95 


Method 


BLASTX 


NCBI GI 


rr4 S80^8Q 


jjuno x o >w w j_ c 


1 81 

X O X 


E value 


8.0e-18 


Match length 


79 




^4 




Vri^uu/x/jLj U1IA.11UW11 piotcin L**raDiu.opsxs 


Seq. No. 


393608 










Seq. No. 


393609 




J1Q1Q 1 P1DR4 




y j / oz / 0 4 


Seq. No. 


393610 


font T n TH 


41P9Q 1 PI OP 4 


5' -most EST 


g4 968 961 


Seq. No. 


393611 


Contig ID 


41849JL.R1084 


5' -most EST 


uC-osrocyp017g07bl 


Seq. No. 


393612 



[Oryza 
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Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No, 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST" score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41892_1.R1084 
uC-osflcypl!6c04al 

393613 

41901JL.R1084 
uC-osflcypll6dl0al 

393614 

41913_1.R1084 
uC-osflcypll6el0al 

393615 

41926JL.R1084 
uC-osflcypl!6g04al 

393616 

41928_1.R1084 

uC-osflM202085g07al 

BLASTX 

g3413481 

258 

5.0e-22 

136 

43 

(AJ006786) serine protease [Lycopersicon esculentum] 
393617 

41930_1.R1084 
uC-osflcypll6gllal 

393618 

41947JL.R1084 

g5002729 

BLASTX 

g4097579 

189 

4.0e-14 

42 

88 

(U64922) NTGP1 [Nicotiana tabacum] 
393619 

41948JL.R1084 
uC-osflcyp!17c03al 

393620 

41954JL.R1084 

uC-osflcypl!7d02al 

BLASTX 

g4455278 

166 

2.0e-ll 

78 
45 

(AL035527) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



393621 
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Contig ID - 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



[Arabidopsis .thaliana] 



41960_1.R1084 

uC-osrocyp008b08al 

BLASTX 

g5103846 

391 

2.0e-37 

143 

29 

(AC007591) F9L1.43 
393622 

41961JL.R1084 
uC-osflcypll7d!2al 



393623 

41978_1.R1084 

g5056021 
BLASTX 
g6017123 
332 

1.0e-51 

149 

74 

(AC009895) unknown protein [Arabidopsis thaliana] 
393624 

41987_1.R1084 
g5003132 

393625 

41989J..R1084 
uC-osflcypll7h08al 

393626 

42003JL.R1084 

uC-osflcypll8b07al 

BLASTX 

g4006886 

599 

7.0e-62 

191 

49 

(Z99708) putative protein [Arabidopsis thaliana] 
393627 

42051J..R1084 

g3769057 

BLASTX 

g4522009 

192 

3.0e-14 

70 

61 

(AC007069) unknown protein [Arabidopsis thaliana] 
393628 

42054 1.R1084 
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5' -most EST 



uC-osroM202023e04bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



393629 

42057_1.R1084 
uC-osflcyp!28g09al 

393630 

42060_1.R1084 
uC-osflcypl52a02bl 

393631 

42061JL.R1084 
uC-osflcypl52a04bl 

393632 

42089_1.R1084 

uC-osflcypl53b09bl 

BLASTX 

g4490292 

266 

5.0e-31 

162 

55 

(AL035678) putative protein [Arabidopsis thaliana] 
393633 

42100_1.R1084 
uC-osroM202041e05bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393634 

42105JL.R1084 
uC-osflcypl53f07bl 

393635 

4211Q_1.R1084 

uC-osrocyp031f01bl 

BLASTX 

g3258575 

689 

2.0e-72 

205 

64 

(U89959) Hypothetical protein [Arabidopsis thaliana] 
393636 

42115_1.R1084 

uC-osflcypl54e04bl 

BLASTX 

g2494165 

735 

5.0e-78 

181 
75 

DNA LIGASE { POLYDEOXYRIBONUCLEOTIDE SYNTHASE [ATP] ) 

>gi_212957 4_pir S71278 DNA ligase - Arabidopsis thaliana 

>gi_1359495_emb_CAA66599_ (X97924) DNA ligase [Arabidopsis 
thaliana] 
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Seq. No, 


393637 


Contig ID 


42173 1.R1084 


5 '-most EST 


g5004690 


Sea No 


393638 


Contig ID 


42174 1.R1084 


5' -most EST 


g3766566 


Method 


BLASTX 


NCBI GI 


g4455208 


BLAST score 


181 


E value 


6. Oe-13 


Match length 


142 


% identity 


34 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


Seq. No. 


393639 


Contig ID 


42190 1.R1084 


5 '-most EST 


a3761979 


Seq. No. 


393640 




4?1 1 R1 0fi4 


5 ' -most EST 


uC-osficvD087d06al 




393641 


font "i a TD 


42215 1 R1084 


5 '-most EST 


uC-osflcyp087gllal 


Method 


BLASTX 


NCBI GI 


g3641837 


BLAST score 


532 


E value 


4.0e-54 


Match length 


137 


% identity 


72 


NCBI Description 


(AL023094) Nonclathrin coat protein gamma-like pre 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393642 

42233JL.R1084 

g428840 

BLASTX 

g4049401 

312 

2.0e-28 

82 

72 

(AJ131580) glutathione transferase At GST 10 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



393643 

42235_1.R1084 

uC-osflcyp089bl2bl 

BLASTX 

g4468985 

158 

2.0e-10 

73 

45 



50131 



0 



NCBI Description (AL035605) hypothetical protein {Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393644 

42246J..R1084 

uC-osflM202090h01bl 

BLASTX 

g5734466 

288 

9.0e-33 

208 
44 

(AL109832) putative gtpase activating protein 
[Schizosaccharomyces pombe] 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393645 

42272JL.R1084 

uC-osrocyp003bl0al 

BLASTX 

g4926866 

441 

2.0e-43 

130 

62 

(AC007509) putative amp-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



393646 

42286JL.R1084 
uC-osroM202027e!0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393647 

42300_1.R1084 

uC-osflM202048el0bl 

BLASTX 

g3608138 

454 ^ v ... 

6.0e-45 

153 

58 

(AC005314) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



393648 

42323JL.R1084 
uC-osflcypl03a06al 



Seq. No. 
Contig ID 
5 '-most EST 



393649 

42356JL.R1084 
uC-osflM202014c03bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



393650 

42362JL.R1084 

g4715843 

BLASTX 

g2642158 

320 

5.0e-29 
140 
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% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



# 

49 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
393651 

42364_1.R1084 

g2310683 

BLASTX 

g3451474 

383 

4.0e-47 

227 
43 

(AL031349) conserved hypothetical protein 
[Schizosaccharomyces pombe] 

393652 

42368_1.R1084 
uC-osflM202014e04bl 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



393653 

42373_1.R1084 

g2431431 

BLASTX 

g6091734 

208 

3.0e-16 

64 
59 

(AC010797) hypothetical protein 
393654 

42382_1.R1084 

uC-osflM202014f09bl 

BLASTX 

g3928088 , , 

267 ; " ' - 

3.0e-23 

87 

57 

(AC005770) putative peroxidase 



393655 

42383_1.R1084 

uC-osflM202014fl0bl 

BLASTX 

g3776057 

153 

1.0e-09 

73 

22 

(AL008725) dJ148E22, 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



2 (similar to PAB1) [Homo sapiens] 



393656 

42384JL.R1084 

uC-osflM202014f06bl 

BLASTX 

g2191136 



50133 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



231 

2.0e-20 

124 

44 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T4 6230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393657 

42393J..R1084 

uC-osflM202014h08bl 

BLASTX 

g4585903 

182 

9.0e-21 

69 

72 

(AC007133) 
thaliana] 



putative guanylate binding protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393658 

42396JL.R1084 

g3763586 

BLASTX 

g3377822 

162 

4.0e-ll 

45 

64 

(AF076275) contains similarity to Caenorhabditis elegans 
MEL-26 (GB:U67737) [Arabidopsis thaliana] 

393659 

42401_1.R1084 

uC-osflM202016a02bl , 

BLASTX ' ' 

g3978474 

163 

5.0e-ll 

100 
44 

(AF092918) MetZ homolog [Pseudomonas alcaligenes] 
393660 

42403J..R1084 

uC-osflM202016a06bl 

BLASTX 

gll25754 

263 

9.0e-23 

100 

45 

(U42833) coded for by C. elegans cDNA cml6f6; coded for by 
C. elegans cDNA CEESU63F; similar to S. cerevisiae SOF1 
protein (SP:P33750) [Caenorhabditis elegans] 



50134 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393661 - 

42418_1.R1084 

g5667614 

393662 

42427_1.R1084 

uC-osflM202016dl0bl 

BLASTX 

g6056374 

263 

9.0e-23 

108 

46 

(AC009894) Similar to serine/threonine kinases [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



393663 

42429JL.R1084 
uC-osflM202016e01bl 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



393664 

42434_1.R1084 

uC-osflM202016e09bl 

BLASTX 

g2213615 

151 

1.0e-09 

96 

32 

(AC000103) F21J9.9 [Arabidopsis thaliana] 
393665 

42435_1.R1084 
uC-osflM202016el0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



393666 

42439_1.R1084 

uC-osflm202109b07bl 

BLASTX 

g4539453 

449 

2.0e-44 

131 

66 

(AL049500) putative protein [Arabidopsis thaliana] 
393667 

42443JL.R1084 
uC-osflM202016fllbl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



393668 

42444JL.R1084 

uC-osflM202016g01bl 

BLASTX 

gl244566 

351 

4.0e-67 
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Match length - 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 



© 

151 

91 

(U39321) acetyl-CoA carboxylase [Triticum aestivum] 

>gi_1588584_prf 2208491A Ac-CoA carboxylase [Triticum 

aestivum] 

393669 

42449_1.R1084 

uC-osflM202016gllbl 

BLASTX 

g4006829 

498 

4.0e-50 

159 

64 

(AC005970) putative protein kinase [Arabidopsis thaliana] 
393670 

42451_1.R1084 

uC-osflM202016h02bl 

BLASTX 

g5302775 

408 

9.0e-40 

141 

60 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
393671 

42455JL.R1084 

uC-osrocyp015d05bl 

BLASTX 

g!076316 

174 

3.0e-12 

69 

42 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi_469110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 

393672 

42458_1.R1084 
uC-osflM202016hl2bl 



Seq. No. 
Contig ID 
5 ? -most EST 



393673 

42462_1.R1084 
uC-osflM202020a08bl 



Seq. No. 
Contig ID 
5 '-most EST 



393674 

42476_1.R1084 
uC-osflM202020d01bl 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 



393675 

42478_1.R1084 

g2428418 

BLASTX 
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NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3080524 
345 

7.0e-39 

182 

45 

(AL022599) hypothetical protein [Schizosaccharomyces pombe] 
393676 

42482JL.R1084 
uC-osrocyp033g03bl 

393677 

42486_1.R1084 

uC-osflM202020e03bl 

BLASTX 

g2146739 

554 

8.0e-57 

150 

71 

hexokinase (EC 2.7.1.1) 1 - Arabidopsis thaliana >gi_881521 
(U28214) hexokinase 1 [Arabidopsis thaliana] 
>gi_4972059__emb_CAB43927.1_ (AL078470) hexokinase 
[Arabidopsis thaliana] 

393678 

42496JL.R1084 

uC-osroM202039fl2bl 

BLASTX 

g4586107 

363 

6.0e-62 

307 

16 

(AL049638) putative disease resistance protein [Arabidopsis 
thaliana] 

393679 

42504_1.R1084 

g427305 

393680 

42513_1.R1084 
g2428285 

393681 

42517_1.R1084 
g2442740 

393682 

42519_1.R1084 

uC-osflM202035al0bl 

BLASTX 

g4803952 

113 

2.0e-ll 
116 
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% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39 

(AC006202) hypothetical protein [Arabidopsis thaliana] 
393683 

42528_1.R1084 
uC~osrocyp008c09bl 

393684 

42536JL.R1084 

g4880164 

BLASTX 

g4589981 

187 

7.0e-14 

75 
48 

(AC007195) amidophosphoribosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



393685 

42559_1.R1084 
uC-osflM202035f08bl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393686 

42560JL.R1084 

g2427640 

BLASTN 

g4874281 

36 

3.0e-10 

44 
95 

Arabidopsis thaliana chromosome II BAC F8D23 genomic 
sequence, complete sequence 

393687 

42562_1.R1084 ^ - , 

uC-osflM202035g04bl 

BLASTX „ 

g2252863 

160 

1.0e-10 

43 
70 

(AF013294) similar to nucleolin protein [Arabidopsis 
thaliana] 

393688 

42568JL.R1084 

g2428337 

BLASTX 

g5091611 

523 

4.0e-53 

177 

65 

(AC007858) Similar to gb_U43629 integral membrane protein 
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from Beta vulgaris and is a member of the sugar transporter 
family PF_00083. ES [Oryza sativa] 

Seq. No. 393689 

Contig ID 42609JL.R1084 

5' -most EST uC-osf lM202037dl0bl 




Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393690 

42616_1.R1084 

uC-osflM202037e09bl 

BLASTX 

g3396079 

233 

3.0e-19 

106 

45 

(AF080173) inositol 1, 3, 4-trisphosphate 5/6-kinase 
[Arabidopsis tha liana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 



393691 

42621_1.R1084 

uC-osrocyp010g05bl 

BLASTX 

g3047077 

388 

2.0e-37 

177 

51 

(AF058914) contains similarity to the conserved C-terminal 
domain of helicases (Pfam: helicase_C.hmm, score: 90.11} , 
similar to DEAD-box helicases [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



393692 

42626_1.R1084 
g572208 

393693 

42631_1.R1084 
uC-osflM202037g05bl 

393694 

42638J..R1084 
g3767435 

393695 

42645JL.R1084 
uC-osflM202039a04bl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



393696 

42666J..R1084 

g2428413 

BLASTX 

g3540194 

475 

2.0e-47 

140 

66 
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NCBI Description (AC004260) AtVPS45p [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



393697 

42687JUR1084 

g5003351 

BLASTN 

g871985 

118 

2.0e-59 

271 

91 



NCBI Description A.sativa Aspkll mRNA 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393698 

42689_1.R1084 

g4716446 

BLASTX 

g2146739 

272 

4.0e-25 

170 

40 

hexokinase (EC 2.7.1.1) 1 - Arabidopsis thaliana >gi_881521 
(U28214) hexokinase 1 [Arabidopsis thaliana] 
>gi_4972059_emb_CAB43927.1_ (AL078470) hexokinase 
[Arabidopsis thaliana] 



Seq. No. 


393699 


Contig ID 


42705 1.R1084 


5' -most EST 


uC-osflM202040dl2bl 


Seq. No. 


393700 


Contig ID 


42709 1.R1084 


5' -most EST 


uC-osflM202040e04bl 


Method 


BLASTX 


NCBI GI 


g4455335 


BLAST score 


443 


E value 


9.0e-44 


Match length 


202 


% identity 


25 


NCBI Description 


(AL035525) putative protein [Arabidopsi; 


Seq. No. 


393701 


Contig ID 


42731 1.R1084 


5 '-most EST 


uC-osflM202043a02bl 


Seq. No. 


393702 


Contig ID 


42732 1.R1084 


5 '-most EST 


uC-osflm202107c07bl 


Method 


BLASTX 


NCBI GI 


g!14657 


BLAST score 


720 


E value 


3.0e-76 


Match length 


140 


% identity 


97 


NCBI Description 


ATP SYNTHASE A CHAIN PRECURSOR (SUBUNIT 



>qi 67926 pir LWRZ6 H+-transporting ATP synthase (EC 
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3.6.1.34) 'chain a - rice chloroplast 

>gi__11975_emb_CAA33990_ (X15901) ATPase a subunit [Oryza 
sativa] >gi_226693_prf 1603356U ATPase a [Oryza sativa] 



Seq. No. 


393703 


Contig ID 


42736 1.R1084 


■u lll\J O U ill O x 


uC-osf lM202050f 06bl 


L 1" L11UU 


BLASTX 


MpRT (IT 


a4102839 


OXiiia i S COX « 




T* 1 ITZi 1 lip 
Hi v GLX Lid 


3 . Oe-40 


TV/fa -1- /-»Vl 1 on /"r+" Vi 

rid u on xtsiiy un 






7ft 




(AF0167131 LeOPTl TLvcooersicon e: 


Ocu • in \ j . 


w> .7 J / W *± 


Contig ID 


42739 1.R1084 


5 f -most EST 


uC-osflM202052g03bl 


jyieuiioci 


.DXirlO J- A. 


LNV^JDX ul 




DXirtOl score 




Hj vaiue 






1 97 

X Zf I 






NCBI Description 






(AC003096) homeobox protein, ATHB- 


Seq. No. 


393705 


Contig ID 


42740 1.R1084 


5' -most EST 


g701779 


Method 


BLASTX 


NCBI GI 


g5430764 


BLAST score 


443 


E value 


1.0e-64 


Match length 


174 



% identity 

NCBI Description 



76 

(AC007504) Putative Phosphatidylinositol 4-kinase PI4K 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



393706 

42744_1.R1084 
uC-osflM202043c04bl 



Seq. No. 
Contig ID 
5 '-most EST 



393707 

42766_1.R1084 
uC-osflM202043el2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393708 

42779_1.R1084 

uC-os f 1M2 0 2 0 4 3g 1 Obi 

BLASTX 

g584862 

110 

1.0e-08 

71 

51 

CYTOCHROME P450 71 A3 



( CYPLXXI A3 ) ( P- 4 5 0EG3 ) 



50141 



>gi_480397_pir S36807 cytochrome P450 71A3 - eggplant 

(fragment) >gi_408142_emb_CAA50313_ (X70982) P450 
hydroxylase [Solanum melongena] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393709 

42784_1.R1084 

uC-osflM202047a07bl 

BLASTX 

g2495719 

192 

2.0e-14 

109 

35 

HYPOTHETICAL PROTEIN KIAA0196 >gi_1228043_dbj_BAA12109_ 
(D83780) the KIAA0196 gene is expressed ubiquitously. [Homo 
sapiens] 

393710 

42788JL.R1084 

g700572 

BLASTX 

g5734634 

446 

3.0e-44 

128 

62 

(AP000391) Similar to putative lipase (AC006232) [Oryza 
sativa] 

393711 

42790_1.R1084 
uC-osflM202043hl0bl 

393712 

42802JL.R1084 

g3107764 

BLASTX 

g551428 

606 

1.0e-109 

284 

71 

(X78996) tetrafunctional protein [Cucumis sativus] 
393713 

42813_1.R1084 

g4878788 

BLASTX 

g3319355 

735 

8.0e-78 

167 

84 

(AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 



Seq. No. 



393714 
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Cbnt'ig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42817_1.R1084 

g5004791 

BLASTX 

gl669341 

145 

7.0e-19 

75 
65 

(D45066) AOBP (ascorfoate oxidase promoter-binding protein) 
[Cucurbit a maxima] 





J Z/ J / J_ u 




49ft 9ft 1 T31 Oft 4 




a?ll?7"S7 




RT.ASTX 


NCBI GI 


g4006877 


BLAST score 


231 


E value 


6.0e-19 


Match length 


80 


% identity 


31 


NCBI Description 


(Z99707) RNA-binding like protein [Arabidopsis thaliana] 


Seq. No. 


393716 


Contig ID 


42832 1.R1084 


5' -most EST 


uC-osflM202046f08bl 


Method 


BLASTX 


NCBI GI 


g836954 


BLAST score 


227 


E value 


5. Oe-25 


Match length 


112 


% identity 


56 


NCBI Description 


(U20948) receptor protein kinase [Ipomoea trifida] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393717 

42834JL.R1084 

uC-osflM202046fl0bl 

BLASTN 

g5821066 

35 

7.0e-10 

51 

92 

Oryza sativa gene for WH04, 



complete cds 



Seq. No. 

Contig ID 
5' -most EST 



393718 

42836_1.R1084 
uC-osflM202096d01bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



393719 

42837JL.R1084 
g701661 

3937-20 

42838_1.R1084 
uC-osflM20204 6g05bl 
BLASTX 
g3461820 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 



286 

3.0e-25 

64 

73 

(AC004138) unknown protein [Arabidopsis thaliana] 
393721 

42847_1.R1084 
g702637 

393722 

42852J..R1084 
uC-osflM202061hllbl 



Seq. No. 
Contig ID 
5 '-most EST 



393723 

42859J..R1084 
uC-osroM202016el0bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



393724 

42860_1.R1084 

uC-osflM202047b07bl 

BLASTN 

g5803242 

77 

5.0e-35 

158 

86 

Oryza sativa genomic DNA, 



chromosome 6, clone : P0535G04 



393725 

42904_1.R1084 

uC-osflM202048a05bl 

BLASTX 

g4406780 

457 

2.0e-45 

113 

74 

(AC006532) putative mult i spanning membrane protein 
[Arabidopsis thaliana] 

393726 

42909_1.R1084 

g3759067 

BLASTX 

g5923675 

161 

1.0e-15 

103 

50 

(AC009326) putative mRNA capping enzyme, RNA 
guanylyltransf erase [Arabidopsis thaliana], 

393727 

42911JL.R1084 

uC-osflm202101fl2bl 

BLASTX 
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€1 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4585977 
308 

5.0e-28 

85 

62 

(AC005287) Unknown protein [Arabidopsis thaliana] 
393728 

42912JL.R1084 

uC-osflM202048b05bl 

BLASTX 

g5668645 

598 

7.0e-62 

194 

66 

(AL109619) putative protein [Arabidopsis thaliana} 
393729 

42918JL.R1084 

g5607418 

BLASTX 

gl771160 

375 

7.0e-36 

142 

49 

(X98929) SBT1 [Lycopersicon esculentum] 

>gi_3687305_emb_CAA06999.1_ (AJ006378) subtilisin-like 
protease [Lycopersicon esculentum] 

393730 

42922_1.R1084 

uC-osflM202048c09bl 

BLASTX 

g4538967 

629 

1.0e-65 
175 
74 

(AL049488) major intrinsic protein (MIP) 
thaliana] 



-like [Arabidopsis 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



393731 

42925JL.R1084 

g4715387 

BLASTX 

g3327196 

215 

2.0e-54 

228 

51 

(AB014591) KIAA0691 protein [Homo sapiens] 
393732 

42926_1.R1084 
g3759022 
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0 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



393733 

42931_1.R1084 

g2427417 

BLASTX 

g4587585 

470 

5.0e-47 

107 

79 

(AC007232) hypothetical protein 
393734 

42934JL.R1084 
g2312158 

393735 

42941JL.R1084 

g2431446 

BLASTX 

g2980778 

151 

1.0e-09 

77 

40 

(AL022198) hypothetical protein 
393736 

42945_1.R1084 
uC-osflM202068f01bl 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



393737 

42948_1.R1084 
g286734 

39373S 

42957 JL. R1084 

g2442663 

BLASTX 

g6017111 

228 

3.0e-37 

129 

63 

(AC009895) unknown protein [Arabidopsis thaliana] 
393739 

42965_1.R1084 
g570124 

393740 

42972_1.R1084 
uC-osflM202049b08bl 



Seq. No. 
Contig ID 
5 '-most EST 



393741 

42981_1.R108< 
g569863 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393742 

42984JL.R1084 

g428323 

BLASTX 

g5734786 

298 

2.0e-33 

113 

59 

(AC007980) Similar to oligopeptidases [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



393743 

42993_1.R1084 
uC-osflM202049f04bl 



Seq. No. 
Contig ID 
5" -most EST 



393744 

42995_1.R1084 
uC-osflM202049f06bl 



Seq. No. 
Contig ID 
5' -most EST 



393745 

43005_1.R1084 
uC-osrocyp013e08bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393746 

43012JL.R1084 

uC-osflM202049h06bl 

BLASTX 

g4455192 

344 

3.0e-32 

158 

27 

(AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393747 

43018JL.R1084 

uC-osflM202050a06bl 

BLASTX 

g5902445 

170 

1.0e-12 

67 

55 

(AB030283) GAG-POL precursor [Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



393748 

43023_1.R1084 
g4881059 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



393749 

43026_1.R1084 

gl632086 

BLASTX 

g4218120 

407 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5'-mbst EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



6.0e-65 

190 

66 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 

393750 

43028_1.R1084 

uC-osflM202050d06bl 

BLASTX 

g3063693 

306 

1.0e-27 

149 
34 

(AL022537) putative protein [Arabidopsis thaliana] 
393751 

43031J..R1084 

g5456487 

BLASTX 

g2909521 

143 

1.0e-08 

184 

27 

(AL021932) hypothetical protein Rv0446c [Mycobacterium 
tuberculosis] 

393752 

43039_1.R1084 

g2431475 

BLASTX 

g4371293 

160 

1.0e-10 

100 

42 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
393753 

43045JL.R1084 
uC-osflm202106h07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



393754 

43056JL.R1084 

uC-osroM202037g05bl 

BLASTN 

g5410347 

51 

2.0e-19 

115 

86 

Sorghum bicolor BAC clone 110K5, partial sequence 
393755 

43081 1.R1084 
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5 '-most EST 



€1 



uC-osflM202051d03bl 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 



393756 

43098_1.R1084 
uOosflM202051glObl 

393757 

43U0JL.R1084 
uC-osflm202104h02bl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 



393758 

43115_1.R1084 

g5004802 

BLASTX 

g2062167 

439 

3.0e-43 

154 

61 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



393759 

43117_2.R1084 

g2800973 

BLASTN 

g5670155 

59 

3.0e-24 

360 

52 

Oryza sativa subsp. 
sequence 



japonica BAC clone 34K24, complete 



393760 

43126JL.R1084 
uC-osflM202040b01bl 

393761 

43131_1.R1084 

uC-osflm202002dllbl 

BLASTX 

g3327868 

353 

5.0e-33 

129 

57 

(AB012912) COPl-Interacting Protein 7 (CIP7) [Arabidopsis 
thaliana] >gi_4972068_emb_CAB43875 . 1_ (AL078467) 
COPl-interacting protein 7 (CIP7) [Arabidopsis thaliana] 

393762 

43153JL.R1084 

uC-osflM202053a05bl 

BLASTX 

g3132825 

546 



50149 



fl 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



6.0e-56 

174 

60 

(AF063403) 
mays] 



putative cytosine-5 DNA methyltransf erase [Zea 



393763 

43164JL.R1084 

uC-osflM202053c01bl 

BLASTX 

g4803944 

267 

5.0e-35 

154 

51 

(AC006264) putative C2-domain protein (prosite: PD0C00380) 
[Arabidopsis thaliana] 

393764 

43210JL.R1084 

g5038934 

BLASTX 

g4099914 

212 

8.0e-17 

58 

67 

(U91857) ethylene-responsive element binding protein 
homolog [Stylosanthes hamata] 

393765 

43215JL.R1084 

g5851110 

BLASTX 

g2827651 

315 

1.0e-33 

151 

25 

(AL021637) putative protein [Arabidopsis thaliana] 
393766 

43221_1.R1084 
uC-osflM202054c01bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393767 

43229JL.R1084 

uC-osflM202054d06bl 

BLASTX 

g4006914 

465 

1.0e-61 

158 

73 

(Z99708) serine C-palmit oyl trans f erase like protein 
[Arabidopsis thaliana] 
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Sea No 


393768 


font "i a TD 


43234 1 R1084 


5 1 -most EST 


uC-osflM202054d!2bl 


Method 


BLASTX 


NCBI GI 


g3292830 


BLAST score 


158 


F! Vr5 1 IIP 


2 Oe-10 




122 


% identity 


37 


NCBI Description 


(AL031018) putative proti 




393769 


Contig ID 


43240 1.R1084 


5' -most EST 


uC-osflM202092dl2bl 


Sea No 


393770 


Contig ID 


43242 1.R1084 


5' -most EST 


uC-osflM202051b09bl 


Sea. No 


393771 


Contig ID 


43246 1.R1084 


5' -most EST 


g2428331 


Sea. No 


393772 


Contig ID 


43252 1.R1084 


5' -most EST 


uC-osrocyp012d06bl 




3Q377? 

O f I o 


Contig ID 


43255 1.R1084 


5' -most EST 


uC-osflM202054g06bl 


Sea No 


393774 


Contia TD 


43266 1 R1 084 


«_> III WO L. £iO X 


rr37 RQT7^ 






kyOIiCXg xU 


JZDO x . r\x Uo 41 v 


5 1 —most EST 


a2427324 


Method 


BLASTX 


NCBI GI 


gl351117 


BLAST score 


144 


E value 


1.0e-08 


Match length 


136 


% identity 


8 


NCBI Description 


SEX-DETERMINING REGION Y 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



FACTOR) >gi_479881_pir S35565 sex-determining protein - 

mouse >gi_1085549jpir S43344 sex-determining protein - 

mouse >gi_2623375 (U70655) sex determining protein [Mus 
musculus] >gi_2623377 (U70656) sex determining protein [Mus 
musculus] >gi_6006571__emb_CAB56798.1_ (X67204) sex 
determining region of Y protein [Mus musculus] 

393776 

43270_1.R1084 
g569390 



Seq. No. 



393777 
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Contig ID 

5' -most ^EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43286_1.R1084 

g2312198 

BLASTX 

g2493646 

240 

4.0e-20 

95 

65 

MITOCHONDRIAL CHAPERONIN HSP60-2 PRECURSOR >gi_309559 
(L21008) chaperonin 60 [Zea mays] >gi_309561 (L21006) 
mitochondrial chaperonin 60 [Zea mays] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393778 

43289_1.R1084 

gl631748 

BLASTX 

g544250 

278 

9.0e-27 

109 

61 

ER LUMEN PROTEIN RETAINING RECEPTOR (HDEL RECEPTOR) 

>gi_541860_pir A49677 endoplasmic reticulum retention 

receptor Erd2 - Arabidopsis thaliana 



Seq.' No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393779 

43297JL.R1084 

g2312592 

BLASTX 

g3426039 

409 

1.0e-39 

133 

59 

(AC005168) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



393780 

43303_1.R1084 
uC-osflM202061d03bl 



Seq. No. 
Contig ID 
5 '-most EST 



393781 

43309JL.R1084 
g286739 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393782 

43338_1.R1084 

uC-os f 1M2 020 62b0 3b 1 

BLASTX 

g283004 

431 

3.0e-42 

125 

38 

DNA-binding protein Gt-2 - rice >gi_2024 9_einb_CAA48328_ 
(X68261) gt-2 [Oryza sativa] 



Seq. No. 



393783 



50152 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43355JL.R1084 

g572394 

BLASTX 

g2062167 

594 

2.0e-61 

155 
72 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 ' -most EST 



393784 

43363JL.R1084 
uC-osflm202120f03bl 



Seq. No. 
Contig ID 
5 '-most EST 



393785 

43374_1.R1084 
g286811 



Seq. No. 
Contig ID 
5 f -most EST 



393786 

43379_1.R1084 
uC-osrocyp007hllbl 



Seq. No. 
Contig ID 
5 '-most EST 



393787 

43382_1.R1084 
uC-osflM202066b03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393788 

43388_1.R1084 

uC-osflM202066bllbl 

BLASTX 

g3395429 

268 

3.0e-23 

131 

41 

(AC004683) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393789 

43390JL.R1084 

uC-osflm202101f06bl 

BLASTX 

g4680201 

272 

8.0e-24 

99 

61 

(AF114171) hypothetical protein [Sorghum bicolor] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



393790 

43392_1.R1084 

g700986 

BLASTX 

g5668772 

198 

9.0e-28 
147 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



D 

50 

(AC005916) Similar to gb_Z84571 anthranilate 
N-hydroxycinnamoyl/benzoyltransf erase from Dianthus 
caryophyllus. [Arabidopsis thaliana] 

393791 

43394_1.R1084 

uC-osflM202066q09bl 

BLASTX 

g4539333 

194 

1.0e-14 

83 
55 

(AL035539) putative amino acid transport protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393792 

43397JL.R1084 

g5005053 

BLASTX 

g5103827 

277 

2.0e-25 

99 

56 

(AC007591) ESTs gb_F20110 and 
gene. [Arabidopsis thaliana] 



gb_F20109 come from this 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



393793 

43399_1.R1084 

uC-os f 1M2 0 2 0 6 6d0 2b 1 

BLASTX 

g4587584 

423 

7.0e-64 

172 

48 

(AC007232) unknown protein 



[Arabidopsis thaliana] 



393794 

43413_1.R1084 

g5002803 
BLASTX 
g5917666 
197 

8.0e-18 

105 
53 

(AF159297) extensin-like protein [Zea mays] 
393795 

43425_1.R1084 

uC-osflM202066f09bl 

BLASTX 

gl362162 

507 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



3.0e-51 

151 

63 

beta-glucosidase BGQ60 precursor - barley >gi_804 656 
(L41869) beta-glucosidase [Hordeum vulgare] 



393796 

43426JL.R1084 

uC-osflM202066fl0bl 

BLASTX 

g2459424 

485 

1.0e-48 

180 

50 

(AC002332) unknown protein 



[Arabidopsis thaliana] 



393797 

43431JL.R1084 
g5803407 

393798 

43448JL.R1084 

g4715603 

BLASTX 

g2760832 

173 

3.0e-12 

100 

45 

(AC003105) similar to barley ids-4 gene product 
[Arabidopsis thaliana] 

393799 

43453_1.R1084 
uC-osflM202068b!0bl 



Seq. No. 
Contig ID 
5 '-most EST 



393800 

43454_1.R1084 
uC-osflM202068b!2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



393801 

43459_1,R1084 

g570061 

BLASTX 

g4091117 

419 

5.0e-41 

109 

72 

(AF047428) nucleic acid binding protein [Oryza sativa] 
393802 

43473__1.R1084 
g3061025 



Seq. No. 



393803 



50155 



o 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



43488JL.R1084 

uC-osrocyp015c08bl 

BLASTX 

gl399277 

183 

3.0e-13 

119 

37 

(U31836) calmodulin- domain protein kinase CDPK isoform 7 
[Arabidopsis thaliana] 

393804 

43502JL.R1084 

g4880958 

BLASTX 

g5668813 

144 

2.0e-21 

111 
51 

(AC007519) Similar to gb_X77136 HSR203J protein from 
Nicotiana tabacum and is a member of the PF_00135 
Carboxylesterase family. ESTs gb_Z25688 and gb_F14025 come 
from this gene. [Arabidopsis thaliana] 

393805 

43507J..R1084 

g2427475 

BLASTX 

g3914005 

1024 

1.0e-143 

292 
92 

MITOCHONDRIAL LON PROTEASE HOMOLOG 
(U85494) LON1 protease [Zea mays] 

393806 

43528_1.R1084 
uC-osflM202075a02bl 



1 PRECURSOR >gi__181658 6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 



393807 

43544J..R1084 

g702369 

BLASTX 

g2465925 

174 

2.0e-12 

62 

53 

(AF024649) receptor-like serine /threonine kinase 
[Arabidopsis thaliana] 

393808 

43545JL.R1084 

uC-osflM202075hl0bl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2388585 
400 

1.0e-38 

139 
55 

(AC000098) Similar to Caenorhabditis unknown protein 
T03F1.1 (gb_U88169) . [Arabidopsis thaliana] 

393809 

43545_2.R1084 

g5002992 

BLASTX 

g2388585 

664 

1.0e-69 

176 

78 

(AC000098) Similar to Caenorhabditis unknown protein 
T03F1.1 (gb_U88169). [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



393810 

43546J..R1084 
uC-osflM20207 6a09bl 



Seq. No. 
Contig ID 
5' -most EST 



393811 

43548JL.R1084 
uC-osflM202076b07bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393812 

43575JL.R1084 
g3061191 

393813 

43582_1.R1084 

uC-osflM202080dl0bl 

BLASTX 

g5042409 

154 

1.0e-09 

66 

44 

(AC006193) Putative membrane related protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393814 

43584JL.R1084 

uC-osflM202080e02bl 

BLASTX 

g4971998 

527 

1.0e-53 

157 

68 

(Y14685) polynucleotide phosphorylase [Arabidopsis 
thaliana] >gi_4 972000_emb_CAB438 65 . 1_ (Y14686) 
polynucleotide phosphorylase [Arabidopsis thaliana] 
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Contig ID 


43613 1.R1084 




5 '-most EST 


g426431 
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RT.ASTX 




NCBI GI 


g4220476 




BLAST score 


551 
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252 




E value 


1.0e-21 




Match length 
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NCBI Description 


HSR203J protein - common tobacco >gi 


44400 2_emb_CAA5 4 3 9 3_ 




(X77136) HSR203J [Nicotiana tabacum] 




Oaz-t Ma 

ocJv^ . in<j • 


0-7 JO X _7 




Contig ID 


43631 1.R1084 




5 '-most EST 


uC-osflM202081f07bl 






J:? OO^U 




Contig ID 


43632 1.R1084 




5 '-most EST 


g2312637 
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NCBI GI 


a") 1 7471 fi 




BLAST score 


396 




E value 


3.0e-38 




Match length 


191 




% identity 


29 




NCBI Description 


PUTATIVE RECEPTOR PROTEIN KINASE TMK1 


PRECURSOR 



>gi_322579_pir JQ1674 receptor protein kinase TMK1 (EC 

2.7.1.-) precursor - Arabidopsis thaliana >gi_166888 
(L00670) protein kinase [Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ■ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



393823 

43649_2.R1084 
uC-osflM202082b08bl 

393824 

43661_1.R1084 

uC-osflM202082e04bl 

BLASTX 

g4455287 

311 

2.0e-28 

97 

64 

(AL035527) putative protein [Arabidopsis thaliana] 
393825 

43664_1.R1084 

uC-osflm202002h07bl 

BLASTX 

gl848212 

716 

9.0e-76 

148 

44 

(Y11209) protein disulf ide-isomerase precursor [Nicotiana 
tabacum] 

393826 

43668_1.R1084 

g4879060 

BLASTX 

g3292830 

223 

4.0e-18 

121 

45 

(AL031018) putative protein [Arabidopsis thaliana] 
393827 

43672JL.R1084 

g2309702 

BLASTX 

gl854378 

1458 

1.0e-162 * 

324 

85 

(AB001338) Sucrose-Phosphate Synthase [Saccharum 
of ficinarum] 

393828 

43680_1.R1084 

uC-osflM202082h08bl 

BLASTX 

gl272347 

204 

6.0e-16 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 
52 

(U51739) secreted glycoprotein 2 [Ipomoea trifida] 
393829 

43702_1.R1084 

uC-osflm202106e05bl 

BLASTX 

g3395432 

718 

8.0e-76 

190 

72 

(AC004683) unknown protein [Arabidopsis thaliana] 

>gi_5731261_gb_AAD48838.1_AF166352_l (AF166352) 

alanine tglyoxylate aminotransferase 2 homolog [Arabidopsis 

thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



393830 

43707_1.R1084 
uC-osflm202100b02bl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393831 

43708JL.R1084 

gl854160 

BLASTX 

g3080420 

555 

7.0e-57 

134 

81 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



393832 

43717JL.R1084 

uC-osflM202083g01bl 

BLASTX 

g4982479 

234 

2.0e-19 

159 

33 

(AF069441) predicted protein of unknown function 
[Arabidopsis thaliana] 

393833 

43727_1.R1084 
uC-osflM202089a02bl 



Seq. No. 
Contig ID 
5 1 -most EST 



393834 

43734_1.R1084 
uC-osflM202089c04bl 



Seq. No. 
Contig ID 
5 T -most EST 



393835 

43739JL.R1084 
uC-osflM202089b07bl 



50160 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 



BLASTN 

gl69819 

403 

0.0e+00 

526 

95 

Rice gene encoding three ribosomal 
5.8S, complete; -25S, 5 1 end 



RNA's: the 17S, 3 T end; 



393836 

43775_1.R1084 

gl631404 

BLASTX 

g266463 

554 

9.0e-57 

118 

88 

3-ISOPROPYLMALATE DEHYDROGENASE PRECURSOR (BETA-IPM 

DEHYDROGENASE) ( IMDH ) (3-IPM-DH) >gi_82259_pir S25670 

3-isopropylmalate dehydrogenase (EC 1.1.1.85) precursor - 
potato >gi_22643_emb_CAA47720_ (X67310) 3-isopropylmalate 

dehydrogenase [Solanum tuberosum] >gi__445064_prf 1908380A 

beta isopropylmalate dehydrogenase [Solanum tuberosum] 



393837 

43800_1.R1084 
uC-osflM202090b!2bl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393838 

43801JL.R1084 

uC-osflM202090c07bl 

BLASTX 

g4056477 

208 

1.0e-16 

51 

37 

(AC005896) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393839 

43819JL.R1084 
g4878574 

393840 

43821_1.R1084 

uC-osflM202090f03bl 

BLASTX 

g2911058 

344 

1.0e-40 

173 

57 

(AL021961) putative protein [Arabidopsis thaliana] 



Seq. No. 



393841 



50161 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



43825J..R1084 

g3106493 

BLASTX 

g4104060 

501 

1.0e-54 

133 
80 

(AF031231) S222 [Triticum aestivum] 
393842 

43841_1.R1084 
uC-osflM202091a09bl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393843 

43842J..R1084 

uC-osflM202094h03bl 

BLASTX 

g5360953 

360 * 

2.0e-38 

106 

83 

(AJ225059) v-ATPase subunit 



D [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 



393844* 

43850_1.R1084 

uC-osflM202091d02bl 

BLASTX 

g4063743 

147 

3.0e-09 

64 

48 

(AC005851) hypothetical protein [Arabidopsis thaliana] 
393845 

43856_1.R1084 

g3766658 

BLASTX 

gl706082 

610 

3.0e-68 

151 

85 

SERINE CARBOXYPEPT I DASE II-3 PRECURSOR (CP-MII.3) 

>gi_629787_pir S44191 serine-type carboxypeptidase (EC 

3.4.16.1) II-3 - barley >gi_619350_bbs_153536 

CP-MII . 3=serine carboxypeptidase [Hordeum vulgare-barley, 

cv. Alexis, aleurone, Peptide, 516 aa] 

>gi_474392_emb_CAA55478.1_ (X78877) serine carboxylase II-3 
[Hordeum vulgare] 

393846 

43867J..R1084 

uC-osflM202092a09bl 

BLASTX 



50162 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 



g2781347 
396 

4.0e-40 

142 

59 

(AC003113) 



F2401.3 [Arabidopsis thaliana] 



393847 

43870_1.R1084 

uC-osflm202104fl2bl 

BLASTX 

g5738367 

285 

4.0e-25 

186 

45 

(AL078620) putative protein [Arabidopsis thaliana] 
393848 

43874 JL.R1084 

g3761381 

BLASTX 

gl203832 

279 

9.0e-42 

133 
67 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407jprf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

393849 

43888_1.R1084 
g5038552 

393850 

43898_1.R1084 

uC-osflM202092e09bl 

BLASTX 

gl001478 

223 

4.0e-21 

156 

36 

(D63999) hypothetical protein [Synechocystis sp.] 
393851 

43909_1.R1084 
uC-osflM202092f!2bl 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



393852 

43925JL.R1084 

g3762374 

BLASTX 

g2980641 

434 

1.0e-77 



50163 



Match length 


201 


% idenfcitv 


80 


NCBI Description 


(Y112501 Tnn 1 t i_ rpqi qfflnpp DTotein f Afabi Hnn<? i <z thalisns" 

\ X X, X, ^ >J v jf ILL LI -X Lf- -X X> O -I* i*-? W Ul lw k*/X, Lp J- 11 J riL GLXV J— k-* ^ — L L* 11Q -L. -X C^l -LCL 


Sea No 


393853 


^L^11L,.L^ J. J-/ 


43929 1 R1084 


5 1 -most EST 


gl 631616 


Method 


BLASTX 


NCBI GI 


g6006867 


BLAST score 


175 


E value 


2.0e-12 


Match length 


79 


% identity 


50 


NCBI Descrintion 


f APOD 9 540 ) nn known nrntp in r Ayato"] Hnn<; "i q "hhslianal 

^ Xi\j U Jl U y Lll 1 J^i 1 W VY 1 1 pxUUCXll L^IJ. CLJU J- ViU k/ O -L O L-110.-L-LClli.CLJ 


Sea No 


393854- 

J V JU Jt 


Contia ID 


43933 1 R1084 


5 ' -most EST 


uC-osf Im202002a05bl 


Method 


BLASTX 


NCBI GI 


g3128186 


BLAST score 


214 


E value 


6. Oe-17 


Match lencrth 


60 


% identity 


65 


NCBI Description 


(AC004521) hypothetical protein [Arabidopsis thaliana] 


O ™ • LN LJ a ' 


3938 


Contia ID 


43943 1 R1084 




nP-nqfl M9fl9nQ4r<07H1 
UL OSIlnZUZU j^tCU /Dl 


fcj c; ^ • LN u > 


3Q38 Rfi 


Pont" i a TD 


43945 1 Rl 084 


5 '-most EST 


a2310120 


Method 


BLASTX 


NCBI GI 


g4689108 


BLAST score 


193 


E value 


1.0e-14 


Match length 


94 


i Hpnt" i f"\i 

O -L V_iCi 111 L l. y 


41 


NCBI Dpspti nt"i nn 


(AF077030} hvnothpt i pa 1 4 3 9 }cT)a nrni-pin rHnmo q^ni^nql 

^ nJ. W / / U JU y lljf L11C L±L.Cl-L *3 J • i£. TS. L/Cl k> J_ U |_ 11 V-/1LLW O QUI Clio J 




>ai 4929577 ah AAD34049 1 AF15181? 1 (AFIRIRISM Hf:T-54 






Sea No 


393857 


Pont i a TD 


43947 1 R10R4 


5 1 —most EST 


uC-o s flM2 0 2 0 9 4 dO 3b 1 


Method 


BLASTX 


NCBI GI 


g2499709 


BLAST score 


538 


E value 


6,0e-65 


Match length 


152 


% identity 


88 



NCBI Description PH0SPH0LIPASE D 1 PRECURSOR (PLD 1) (CHOLINE PHOSPHATASE 1) 
{PH0SPHATIDYLCH0LINE-HYDR0LYZING PH0SPH0LIPASE D 1) 
>gi__1020415_dbj_BAA11136_ (D73411) phospholipase D [Oryza 
sativa] >gi_1902903_dbj__BAA19467_ (AB001920) phospholipase 
D [Oryza sativa] 



50164 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393858 

43949_1.R1084 

g2800227 

BLASTX 

g4467126 

183 

2.0e-13 

132 
30 

(AL035538) guanine nucleotide-exchange protein-like 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



393859 

43965_1.R1G84 
g700358 



Seq, No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393860 

43967JL.R1084 

uC-osroM202022e03bl 

BLASTX 

g2827552 

282 

5.0e-25 

97 

56 

(AL021635) predicted protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393861 

43975JL.R1084 

g5004163 

BLASTN 

g600766 

40 

6.0e-13 

88 
88 

Oryza sativa cyclophilin 2 



(Cyp2) gene, complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393862 

43980_1.R1084 

g571738 

BLASTX 

g6006379 

520 

1.0e-52 

251 

44 

(AP000559) ESTs AU078277 (S1084 ) , AU078273 (S13585) , 
D47857 (S13585) correspond to a region of the predicted 
gene.; Similar to Caenorhabditis elegans cosmid C15H9; 
hypothetical protein (U56965) [Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



393863 

43982_1.R1084 

g4879589 

BLASTX 



50165 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



g3915039 
287 

1.0e-25 

98 

60 

SUGAR CARRIER PROTEIN C >gi_169718 
protein [Ricinus communis] 



(L08196) sugar carrier 



393864 

43983_1.R1084 

uC-osflM202095al2bl 

BLASTX 

g2827665 

262 

2.0e-22 

77 

64 

(AL021637) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] 

393865 

43985_1.R1084 
g4969340 

393866 

43990_1.R1084 

uC-osflM202095a09bl 

BLASTX 

g4582467 

444 

1.0e-43 

166 

54 

(AC007 071) putative calcium dependent protein kinase; 
contains protein kinase domain [Arabidopsis thaliana] 
>gi__4589951_gb_AAD26469.1_AC007169_l (AC007169) putative 
calcium-dependent protein kinase [Arabidopsis thaliana] 

393867 

44036_1.R1084 
uC-osflM202095hl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



393868 

44045_1.R1084 

uC-osflM202096b05bl 

BLASTN 

g5734616 

173 

1.0e-92 

173 

100 

Oryza sativa genomic DNA, chromosome 6, clone : P0538C01 
393869 

44048_1.R1084 

g2800589 

BLASTX 



50166 



NCBI GI 


g4835797 


BLAST score 


392 


E value 


8 . Oe-38 


Match length 


158 


% identity 


55 


NCBI Descriotion 


(AC007296) Strona <3irciil ari tv to ah 061 2^1 rvtorhromp P4S0 




from Arabidopsis thaliana and is a member of the PF 00067 




Cytochrome P450 family. ESTs gb_Z30775 and gb_Z30776 come 




from this gene 


Sea No 


393870 


Contia TD 


44056 1 R1084 

" T± VJ VJ X. • JAX \J \J *i 




uC— oWf 1 1^4202096^0^1 


Sea. No. 


393871 


Contia ID 


44064 1 R1084 

T T V X. • X\X. \J U ^ 


5 ' -most EST 


g2428173 


Method 


BLASTX 


NCBI GI 


g2921830 


BLAST score 


218 


E value 


3 0e-32 


Matph 1 enath 


116 


% identity 


59 


NCBI Description 


(AF047031) IAA-amino acid hydrolase [Arabidopsis thaliana^ 


Sea. No 


393872 


p Pi 7*1 1" i rr T T) 


44071 1 PinS4 

*± *± U / X X • x\XU O f± 


S ' -mrv«?h F^T 

*J lUKJJ L. XjO X 








^UllLJLy XU 


440QR 1 Pi HQ A 




U.V_r UoJ L LI iU^UI / 1U1JJ1 


Method 


BLASTX 

x^ i inu x 


NCBI GI 


g5932551 


BLAST score 


308 


E value* 


5 Oe-28 


Match length 


124 


% ident i "f"v 


51 


NPRT np<?rrintinn 

INV/iJX L^COO-l LU L. X v-/ J. 1 


^ri<^U U Z7*± D J ; UXi Js.liUWII £JXULtrJ_Xl [•"■ J - lUUpolo LllaXxallaJ 




J J J o / *± 


Pnrfh t rr TP) 


440Q^ 1 R1 


5 1 —most EST 


uC-osf] M2 020Q7^07h1 


Method 


BLASTX 


NCBI GI 


g4887010 


BLAST score 


351 


E V3 1 hp 

-1—1 VuXUC 


1 . Oe-54 


L1CLI.I_>11 JLCiiyL.ll 


1 6^ 

1U J 


% identity 


68 


NCBI Description 


(AF123503) Nt-gh3 deduced protein [Nicotiana tabacum] 


Seq. No* 


393875 


Contig ID 


44113 1.R1084 


5 '-most EST 


g2428879 


Seq. No. 


393876 


Contig ID 


44147_1.R1084 



50167 



5 '-most EST 


g3106653 


Seq. No. 


393877 


Contia ID 


44157 1.R1084 


5 '-most EST 


uC-osflM202115a04bl 


Method 


BLASTX 


NCBI GI 


g6041792 


BLAST score 


229 


E value 


4.0e-19 


Match length 


65 


% identity 


74 


NCBI Description 


(AC009755) unknown protein [Arabidopsis thaliana] 




393878 


Contig ID 


44168 1.R1084 


5 '-most EST 


g701079 


Seq. No. 


393879 


Contig ID 


44168 2.R1084 


5' -most EST 


uC-osflM202115e01bl 


Seq. No. 


393880 


Contig ID 


44175 1.R1084 


5' -most EST 


g569987 


Sea. No. 


393881 


Contia ID 


44176 1.R1084 


111 WO L. £iu i. 


uC-osf lM202115h03bl 


O C; v-£ • i^u * 


393882 


Contia ID 


44208 1.R1084 


5' -most EST 


g700782 


Method 

1 lw IIV Vid 


BLASTX 


NCBI GI 


gl076288 


BLAST score 


409 


K va 1 hp 

X_l V U.LLIC 


7 . 0e-40 


Matrh Ipnath 

LIU LiOil -i- J. X l^XX 


105 


% identity 


71 


NPRT Dp <?pri nt i on 


amino acid permease AAP3 — Arabidopsis thaliana 


Seq. No. 


393883 


Contia ID 


44238 1.R1084 


5 ' -most EST 


g2310640 


Mpthod 


BLASTX 


NCBI GI 


g4 4 902 92 


BLAST score 


210 


F. V3 1 IIP 

J—J V ti -L. LI 


9.0e-17 


Match length 


72 




60 




(AL0356781 Dutative nrotein TArabidoosis thaliana! 


^prr Kin 


393884 


Contig ID 


44247 1.R1084 


5 '-most EST 


uC-osflm202002al2bl 


Method 


BLASTX 


NCBI GI 


g5042423 


BLAST score 


243 



50168 



E value 2.0e-20 

Match length 108 

% identity 48 

NCBI Description (AC006193) Hypothetical Protein [Arabidopsis thaliana] 

Seq. No. 393885 

Contig ID 44248_1 . R1084 

S'-most EST g701528 

Method BLASTX 

NCBI GI g4836919 

BLAST score 143 

E value 2.0e-16 

Match length 69 

% identity 70 

NCBI Description (AC007153) 99202 [Arabidopsis thaliana] 




Seq. No. 


393886 


Contig ID 


44255_1.R1084 


O -mOSt ibl 


i-iP— /-\o*Fim0f\9nri9/^riP'Ki 
osiinizuiUUiCuojji 


Metnoa 




NCBI GI 


o OQyiOOQ 


BLAST score 


ZQo 


E value 


o . Oe-lb 


Match length 


O H 

o / 


% identity 


A O 

48 


NCBI Description 


(AliUZloJ/; putative proteome suDunit 




pombe] 


oeq. wo. 


OQOQQ7 
JjJOO / 


Contig ID 


44258 1.R1084 


5' -most EST 


uC-osflm202002c06bl 


Method 


BLASTX 


NCBI GI 


g5080792 


BLAST score 


266 


E value 


5.0e-23 


Match length 


119 


% identity 


46 ^ 


NCBI Description 


(AC007576) Unknown protein [Arabidops: 


Seq. No. 


393888 


Contig ID 


44273 1.R1084 


5 '-most EST 


g3762069 


Method 


BLASTX 


NCBI GI 


gl907270 


BLAST score 


188 


E value 


5.0e-14 


Match length 


44 


% identity 


73 


NCBI Description 


(X96761) sulphate transporter protein 




stapfianus] 



[Schizosaccharomyces 



[Sporobolus 



Seq. No. 
Contig ID 
5 '-most EST 



393889 

44289_1.R1084 
uC-osroM202022g09bl 



Seq. No. 
Contig ID 



393890 

44292 1.R1084 



50169 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4!> 



uC-osflm202002gl0bl 

BLASTX 

g4887543 

503 

9.0e-51 

116 

83 

(AJ012278) ATP-dependent Clp protease sufounit ClpP 
[Arabidopsis thaliana] >gi_5360579_dbj_BAA82065 . 1_ 
(AB022326) nClpPl [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



393891 

44303J..R1084 
uC-osflm202099a06bl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393892 

44306_1.R1084 

uC-osflm202099allbl 

BLASTX 

gl!5577 

663 

1.0e-69 

143 

87 

PHOS PHOENOLPYRUVATE CARBOXYLASE, HOUSEKEEPING ISOZYME 

(PEPCASE) >gi_348536_pir S28614 phosphoenolpyruvate 

carboxylase (EC 4.1.1.31) - sugarcane hybrid H32-8560 
>gi_169844 (M86661) phosphoenolpyruvate carboxylase 
[Saccharum sp.] 



Seq. No. 


393893 


Contig ID 


44322_1.R1084 


5' -most EST 


uC-osrocyp033e02bl 


Seq. No. 


393894 


Contig ID 


44341 1.R1084 


5 1 -most EST 


uC-osflm202099f!0bl 


Method 


BLASTX 


NCBI GI 


g4220477 


BLAST score 


154 


E value 


5.0e-10 


Match length 


117 


% identity 


40 


NCBI Description 


(AC006069) unknown ] 


Seq. No. 


393895 


Contig ID 


44351 1.R1084 


5' -most EST 


uC-osflm202099h04bl 


Seq. No. 


393896 


Contig ID 


44355 1.R1084 


5' -most EST 


g2312667 


Method 


BLASTX 


NCBI GI 


g3236259 


BLAST score 


224 


E value 


3.0e-31 


Match length 


116 



50170 



% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



67 



(AC004684) putative alcohol dehydrogenase [Arabidopsis 
thaliana] >gi_4895207_gb_AAD32794 . 1_AC007661__31 (AC007661) 
putative alcohol dehydrogenase [Arabidopsis thaliana] 



393897 

44357JL.R1084 

g2312125 

BLASTX 

g4508077 

320 

2.0e-29 

74 

80 

(AC005882) 62114 



[Arabidopsis thaliana] 



393898 

44362_1.R1084 

g427868 

BLASTX 

gl314711 

314 

1.0e-28 

135 

51 

(U54615) calcium-dependent protein kinase [Arabidopsis 
thaliana] >gi_3068712 (AF049236) calcium dependent protein 
kinase [Arabidopsis thaliana] 

393899 

44379_1.R1084 
g2309917 

393900 

44382_1.R1084 
uC-osflm202100c08bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



393901 

44402_1.R1084 
uC-osflm202100e09bl 

393902 

44406_1.R1084 

uC-osflm202100f03bl 

BLASTN 

g3819495 

78 

1.0e-35 

168 

87 

Hordeum vulgare genomic DNA fragment; clone MWG2025.rev 
393903 

44408JL.R1084 
g3762386 
BLASTX 
g2506139 



50171 



BLAST score 


454 


E value 


3.0e-79 


Match length 


205 


% identity 


75 


NCBI Description 


COATOMER 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



LTA SUBUNIT (DELTA-COAT PROTEIN) 
(ARCHAIN) >gi_131404 9_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 

393904 

44408_2.R1084 

g3768184 

BLASTN 

gl314048 

41 

1.0e-13 

89 
87 

0. sativa mRNA for archain/delta-COP 
393905 

44409J..R1084 
uC-osflm202100f07bl 



(DELTA-COP) 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 
BLAST score 
E value 



393906 

44425_1.R1084 
g3107169 

393907 

44454JL.R1084 

uC-os f lm2 02 1 0 IcO lbl 

BLASTX 

g3046815 

180 

5.0e-13 

41 

78 

(AL021687) cytochrome P450 [Arabidopsis thaliana] 
393908 

44460J..R1084 

uC-osflm202108e07bl 

BLASTX 

g3850108 

300 

6.0e-46 

247 

46 

(AL033388) putative calcium-transporting atpase 
[Schizosaccharomyces pombe] 

393909 

44502_1.R1084 

uC-osroM202016e04bl 

BLASTX 

g3738319 

216 

5.0e-29 



50172 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



€1 



99 
65 

(AC005170) 



hypothetical protein [Arabidopsis thaliana] 



393910 

44522_1.R1084 
uC-osflm2021Q2dllbl 



Seq, No. 
Contig ID 
5' -most EST 



393911 

44523_1.R1084 
uC-osflm202102bl0bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



393912 

44529_1.R1084 
g2312084 

393913 

44531JL.R1084 
uC-osflm202102e09bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



393914 

44539JL.R1084 

g4879698 

BLASTX 

g5478530 

550 

2.0e-56 

149 

17 

(AF130441) UVB-resistance protein UVR8 [Arabidopsis 
thaliana] 

393915 

44543_1.R1084 

g2442825 

BLASTN 

g5441876 

43 

1.0e-14 

102 

93 

Oryza sativa genomic DNA f chromosome 2, clone : P0437H03 
(contig b) 

393916 

44546JL.R1084 
g2310983 

393917 

44572_1.R1084 

uC-osrocyp014b08bl 

BLASTX 

g3063694 

123 

6.0e-15 

69 

64 
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NCBI Description (AL022537) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig -ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



393918 

44575JL.R1084 
g5003854 

393919 

44606JL.R1084 

uC-osflm202104e06bl 

BLASTX 

g3093294 

1037 

1.0e-113 

307 

38 

(Y12782) putative villin [Arabidopsis thaliana] 
>gi_5730126_emb_CAB52460.1_ (AL109796) putative villin 
[Arabidopsis thaliana] 

393920 

44616JL.R1084 
g4715345 

393921 

44617_1.R1084 
uC-osflm202104fllbl 

393922 

44629JL.R1084 

uC-osflm202104h06bl 

BLASTX 

g4502897 

513 

5.0e-69 

277 

49 

cleft lip and palate associated transmembrane protein 1 
>gi_4039014 (AF037338) cleft lip and palate transmembrane 
protein 1 [Homo sapiens] >gi_4063033 (AF037339) cleft lip 
and palate transmembrane protein 1 [Homo sapiens] 

393923 

44634JL.R1084 

uC-osflm202106a04bl 

BLASTX 

gl698670 

284 

3.0e-25 

95 

53 

(U66241) S-like RNase [Zea mays] 
393924 

44639_1.R1084 

uC-osflm202106b02bl 

BLASTX 

gll73194 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



240 

2.0e-40 

148 

59 

30S RIBOSOMAL PROTEIN S13, CHLOROPLAST PRECURSOR (CS13) 

>gi_2119093_pir S59594 ribosomal protein S13 precursor, 

chloroplast - Arabidopsis thaliana >gi_16767_emb_CAA79013_ 
(Z17611) chloroplast 30S ribosomal protein S13 [Arabidopsis 
thaliana] >gi_662869_emb_CAA88028_ (Z47986) chloroplast 
ribosomal protein S13 [Arabidopsis thaliana] 
>gi_1107483_emb_CAA63021_ (X91955) 30S ribosomal protein 
S13 [Arabidopsis thaliana] >gi_1515107_emb_CAA60413_ 
(X86734) plastid ribosomal protein S13 [Arabidopsis 
thaliana] 

393925 

44647JL.R1084 

g3767947 

BLASTX 

g3193292 

325 

4.0e-30 

91 

68 

(AF069298) similar to ATPases associated with various 
cellular activites (Pfam: AAA.hmm, score: 230.91) 
[Arabidopsis thaliana] 

393926 

44649JL.R1084 
uC-osflm202106c05bl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393927 

44656JL.R1084 

uC-osflm202106d08bl 

BLASTX 

g33353'47 

1036 

1.0e-149 

390 

64 

(AC004512) Contains similarity to ARI, RING finger protein 
gb_X98309 from Drosophila melanogaster. ESTs gb_T44383, 
gb_W43120, gb_N65868, gb_H36013, gb_AA042241, gb_T76869 and 
gb_AA042359 come from this gene. [Arabidopsis thaliana] 

393928 

44663JL.R1084 

uC-osflm202106f01bl 

BLASTX 

g4995051 

212 

9.0e-17 

79 

46 

(Y12695) Isovaleryl-CoA Dehydrogenase [Arabidopsis 
thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



393929 

44674J..R1084 

uC-osflm202106g02bl 

BLASTX 

g3540207 

328 

2.0e-30 

145 

49 

(AC004260) Putative protein kinase [Arabidopsis thaliana] 
393930 

44692_1.R1084 

g4715557 

BLASTN 

g297126 

38 

2.0e-ll 

74 
88 



NCBI Description A. thaliana target DNA 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393931 

44695JL.R1084 

g2310880 

BLASTX 

g4490737 

338 

2.0e-31 

154 

53 

(AL035708) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393932 

44707J..R1084 

uC-osflm202107c03bl 

BLASTX 

g3128169 

194 

1.0e-14 

48 

73 

(AC004521) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393933 

44713JLR1084 

uC-osflm202107cl0bl 

BLASTX 

gl245182 

353 

2.0e-61 

136 

85 

(U49398) sterol delta-7 reductase [Arabidopsis thaliana] 



Seq. No. 



393934 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



44718JL.R1084 

uC-osflm202107d06bl 

BLASTX 

gll74470 

180 

2.0e-23 

87 

61 

OLI GOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG <B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 

membrane protein 1 [Mus musculus] >gi__1588285_prf 2208301A 

integral membrane protein [Mus musculus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393935 

44725_1.R1084 

uC-osflm202107e02bl 

BLASTX 

g4128197 

196 

5.0e-15 

119 

40 

(U75273) acyl-CoA binding protein [Arabidopsis thaliana] 



393936 

44731JL.R1084 

uC-osflm202107el2bl 

BLASTX 

gl644291 

162 

7.0e-ll 

134 

35 

(Z73295) receptor-like protein kinase 



[Catharanthus roseus] 



393937 

44745_1.R1084 

g2442728 

BLASTX 

g6006864 

188 

6.0e-14 

71 
54 

(AC009540) hypothetical protein [Arabidopsis thaliana] 
393938 

44750_1.R1084 

uC-osflM202016d07bl 

BLASTX 

gl657619 

224 

4.0e-18 

124 

40 

(U72504) G5p [Arabidopsis thaliana] >gi_3068710 (AF049236) 
putative transmembrane protein G5p [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



393939 

44753JL.R1084 

g5056065 

BLASTX 

g2739044 

504 

7.0e-51 

129 
72 

(AF024 651) polyphosphoinositide binding protein Sshlp 
[Glycine max] 

393940 

44778_1.R1084 

uC-osflm202108c09bl 

BLASTX 

g2894612 

370 

3.0e-35 

121 

57 

(AL021889) putative protein [Arabidopsis thaliana] 
393941 

44781_1.R1084 

g569170 

BLASTX 

g4115926 

242 

2.0e-24 

155 
39 

(AF118222) similar to the subtilase family of serine 
proteases {Pfam: PF00082, Score=50.7, E=4.7e-13, n=3) 
[Arabidopsis thaliana] >gi_4 5394 13_emb_CAB4 004 6. 1_ 
(AL049524) putative subtilisin-like protease [Arabidopsis 
thaliana] 

393942 

44797JL.R1084 

uC-osroM202037c03bl 

BLASTX 

gll70851 

145 

7.0e-09 

92 

42 

MANNOS YL-OL I GOSACCHARI DE ALPHA- 1, 2-MANNOSIDASE 
( MAN ( 9 ) -ALPHA-MANNOS I DASE ) (ALPHA-MANNOSIDASE 1A) 

>gi_1083410_pir A54408 mannosyl-oligosaccharide 

1, 2-alpha-mannosidase (EC 3.2.1.113) - mouse >gi_474280 
(U04299) mannosyl-oligosaccharide alpha-1, 2-mannosidase 
[Mus musculus] 

393943 

44803 1.R1084 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflm202108g02bl 

BLASTX 

g5903104 

198 

4.0e-15 

135 
41 

(AC008017) Highly similar to non intermediate filament I FA 
binding protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



393944 

44807 JL.R1084 
uC-osflm202108g09bl 



Seq. No. 
Contig ID 
5' -most EST 



393945 

44809JL.R1084 
g570112 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393946 

44809__2.R1084 

uC-osroM202004d08bl 

BLASTX 

g4406756 

584 

2.0e-60 

143 

78 

(AC006836) putative integral membrane protein A3 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393947 

44809__3.R1084 

g569944 

BLASTX 

g4406756 

169 

5.0e-12 

40 

78 

(AC006836) putative integral membrane protein A3 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393948 

44811_1.R1084 

g286943 

BLASTX 

g2342724 

210 

8.0e-17 

80 

53 

(AC002341) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5* -most EST 



393949 

44816_1.R1084 
g5701703 
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Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



393950 

44826_1.R1084 
g2311126 
BLASTX 
g2117355 
262 

7.0e-31 

113 
67 

mitochondrial processing peptidase (EC 3.4.99.41) 
chain precursor - potato >gi_587562_emb_CAA56520_ v^ou 
mitochondrial processing peptidase [Solanum tuberosum] 



alpha-II 
(X80236) 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393951 

44852_1.R1084 

uC-osflm202109el0bl 

BLASTX 

g!621463 

470 

6.0e-47 

113 
72 

(U73104) laccase [Liriodendron tulipifera] 



Seq. * No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393952 

44856_1.R1084 

g5002926 

BLASTX 

g5734634 

308 

2. 0e-28 

116 

62 

(AP000391) Similar 
sativa] 



to putative lipase 



(AC006232) [Oryza 



Seq. No. 393953 

Contig ID 44856_2 .R1084 

5 T -most EST g5002862 

Method BLASTX 

NCBI GI g5734634 

BLAST score 198 

E value 9.0e-19 

Match length 93 

% identity 55 

NCBI Description (AP000391) Similar to putative lipase (AC006232) [Oryza 
sativa] 

Seq. No. 393954 

Contig ID 44866JL.R1084 

5 '-most EST g5003771 

Method ' : BLASTX 

NCBI GI g2497543 

BLAST score 514 

E value 4 .Oe-54 

Match length 147 

% identity 78 
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NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_542061_pir S41379 

pyruvate kinase - common tobacco >gi_444023_emb_CAA82628__ 
(Z29492) pyruvate kinase [Nicotiana tabacum] 

393955 

44884JL.R1084 

uC-osrocyp036g07bl 

BLASTX 

g2245378 

797 

4.0e-85 

228 

65 

(U83245) auxin response factor 1 [Arabidopsis thaliana] 
>gi_5080809_gb_AAD39318.1_AC007258J7 (AC007258) auxin 
response factor 1 [Arabidopsis thaliana] 

393956 

44886_1.R1084 

uC-osflm202110b!2bl 

BLASTX 

gl706551 

468 

8.0e-47 

118 

80 

GLUCAN ENDO-1, 3-BETA-GLUCOSIDASE PRECURSOR 

( (l->3) -BETA-GLUCAN ENDOHYDROLASE) ( (l->3) -BETA-GLUCANASE) 
(BETA-1, 3-ENDOGLUCANASE) >gi_924953 (U30323) beta 
1, 3-glucanase [Triticum aestivum] 

393957 

44893_1.R1084 
uC-osflM2020118h09al 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



393958 

44912J..R1084 

g701882 

BLASTX 

g2191136 

184 

2.0e-13 

102 
44 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T46230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 

393959 

44923JL.R1084 
uC-osflm202110h06bl 



Seq. No. 
Contig ID 
5' -most EST 



393960 

44927JL.R1084 
g3761744 
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OCl^i IN %J • 


393961 


^oijxxy ±LJ 


44935 1 R1084 


5 1 -most EST 


uC-osflm202111b02bl 




BLASTX 


NCBI GI 


g5091552 


BLAST score 


309 


F" Txa "J no 

£j V Cl _L IXC 


4 . Oe-28 


Mafph 1 on rr1~ h 
ruciuoii. xcny i_.li 


152 


% identity 


43 


NCBI Description 


(AC007067) T10O24.21 




393962 




44941 1 R1084 




uC-osf Im202111b09bl 

LA\^» \-J O X. X-lLL£i W JL. J l-XS w S >S ^ 




393963 


Pont i rr TD 


44948 2 R1084 


S T -mo<5t EST 


uC-os f lm2 0211 IdO 5b 1 




BLASTX 


vtpriT (IT 


a4335715 


BLAST score 


379 


E value 


4.0e-36 


Matph 1 on rri - n 
rua. t_\— ii xcny un 


142 




52 


JNUxS-L Uc5CIiptJ.Ull 








beq. NO, 




ooncxg iu 


A A Q£,0 1 R1 flfi A 


S'-most EST 

UtUO U lilt-) X 


uC-osflm202111f 06bl 


Method 


BLASTX 


NCBI GI 


g5915822 


BLAST score 


580 


E value 


1.0e-59 


Match length 


201 



% identity 

NCBI Description 



55 

.CYTOCHROME P450 79A1 (CYTOCHROME P450TYR) 

>gi_2130096_pir S68203 cytochrome P450tyr - sorghum 

>gi_984543 (U32624) cytochrome P-450 [Sorghum bicolor] 



Seq. No. 

Contig ID 
5 '-most EST 



393965 

44971_1.R1084 
uC-osflM202083e05bl 



Seq. No. 
Contig ID 
5 '-most EST 



393966 

44983_1.R1084 
g3768773 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



393967 

44989__1.R1084 

g427390 

BLASTX 

g4490705 

360 

4.0e-34 

86 

80 
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NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



(AL035680) ribosomal protein L14-like protein [Arabidopsis 
thaliana] 

393968 

45009_1.R1084 

g3767115 

BLASTX 

g417360 

294 

3.0e-26 

104 

49 

HIGH MOBILITY GROUP-LIKE NUCLEAR PROTEIN 2 

>gi_2131280_pir S67767 high mobility group-like protein 

NHP2 - yeast (Saccharomyces cerevisiae) 

>gi_666101_emb_CAA40885_ (X57714) high mobility group-like 
nuclear protein 2 [Saccharomyces cerevisiae] 
>gi_1429348__emb_CAA67483_ (X99000) high-mobility-group-like 
protein [Saccharomyces cerevisiae] 
>gi_1431346_emb_CAA98786_ (Z74256) ORF YDL208w 
[Saccharomyces cerevisiae] 

393969 

45018_1.R1084 

g5004414 

BLASTX 

g3319355 

480 

3.0e-48 

105 

90 

(AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 

393970 

45021_1.R1084 
g5003205 

393971 

45023_1.R1084 
g426211 

393972 

45025JL.R1084 

uC-osroM202003b01a2 

BLASTX 

g2462828 

222 

7.0e-18 

74 

54 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
393973 

45048_1.R1084 

uC-osflm202113b03bl 

BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
■5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



O • 

g5679837 
413 

0.0e+00 

515 

98 

Oryza sativa chromosome 4 BAC 11332 genomic sequences 



393974 

45055JL.R1084 
uC-osflM202097gl2bl 

393975 

45084JL.R1084 

g4879673 

BLASTX 

g2842493 

221 

7.0e-18 

144 
29 

(AL021749) predicted protein 



[Arabidopsis thaliana] 



393976 

45103_1.R1084 

g2798783 

BLASTX 

gl922938 

733 

1.0e-77 

227 
60 

(AC000106) Similar to Caenorhabditis hypothetical protein 
C07A9.11 (gb_Z29094). [Arabidopsis thaliana] 

393977 

45110_1.R1084 

uC-osflm202120b09bl ^ 
393978 

45125_1.R1084 
uC-osflm202120d07bl 

393979 

45127_1.R1084 

uC-osflm202120d09bl 

393980 

45132JL.R1084 
uC-osflm202120e07bl 

393981 

45148_1.R1084 

g700539 

BLASTX 

gll5583 

546 

1.0e-62 

50184 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



157 
78 

PHOSPHOENOLPYRUVATE CARBOXYLASE 2 (PEPCASE) (CP28) 

>gi_100758_pir S18240 phosphoenolpyruvate carboxylase (EC 

4.1.1.31) - sorghum >gi_22593__emb_CAA42549_ (X59925) 
phosphoenolpyruvate carboxylase [Sorghum bicolor] 

393982 

45157_1.R1084 

g4716212 

BLASTX 

g3080436 

248 

5.0e-21 

67 

67 

(AL022605) putative protein [Arabidopsis thaliana] 
393983 

45173_1.R1084 
uC-osroM202012ellal 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



393984 

45175_1.R1084 
g3766913 

393985 

45185JL.R1084 

uC-osflM2020114c03al 

BLASTX 

g3360291 

427 

6.0e-42 

115 

73 

(AF023165) leucine-rich repeat transmembrane protein kinase 
2 [Zea mays] 

393986 

45205JL.R1084 

g2428581 

BLASTX 

g4337196 

872 

5.0e-94 

197 

82 

(AC006403) putative serine/threonine receptor kinase 
[Arabidopsis thaliana] 

393987 

45206_1.R1084 
g3768368 

393988 

45209_1.R1084 
g3762435 



50185 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3482914 

232 

6.0e-19 

87 

48 

(AC003970) 
thaliana] 



Similar to nodulins and lipase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



393989 

45221JL.R1084 

g5003303 

BLASTX 

g2842689 

180 

1.0e-19 

153 

39 

HYPOTHETICAL 50.4 KD PROTEIN C1F8.04C IN CHROMOSOME I 
>gi_1638851_emb_CAB03598_ (Z81312) unknown 
[Schizosaccharomyces pqmbe] 

393990 

45238J..R1084 
g5607561 

393991 

45239_1.R1084 

uC-osflM2020116bllal 

BLASTX 

g3660471 

356 

2.0e-33 

96 

69 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 

393992 

45256JL.R1084 

uC-osflM2020117b05al 

BLASTX 

g3540199 

520 

6.0e-53 

151 

66 

(AC004260) Putative monosaccharide transport protein 
[Arabidopsis thaliana] 

393993 

45262JL.R1084 
uC-osflM2020117bllal 



Seq. No. 
Contig ID 
5' -most EST 



393994 

45268JL.R1084 
uC-osflM2020117c05al 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

.5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



393995 

45273JL.R1084 

g5607534 

BLASTX 

gl022811 

249 

4.0e-21 

70 
73 

(U37703) ORF 62 



[Hordeum vulcfare] 



393996 

45286_1.R1084 

uC-osflM2020117e03al 

BLASTN 

g3819386 

74 

5.0e-33 

126 

90 

Hordeum vulgare genomic DNA fragment; clone MWG0872.rev 
393997 

45288JL.R1084 

g2275891 

BLASTX 

g4678385 

203 

3.0e-26 

91 

81 

(AL049656) putative protein [Arabidopsis thaliana] 
393998 

45310JL.R1084 
g3768793 

393999 

45326_1.R1084 
uC-osflM2020117h07al 



Seq. No. 

Contig ID 
5* -most EST 



394000 

45332_1.R1084 
uC-osroM202039fl2al 



Seq. No. 
Contig ID 
5' -most EST 



394001 

45344_1.R1084 
uC-osflM202065d02al 



Seq. No. 
Contig ID 
5 '-most EST 



394002 

45346_1.R1084 
uC-osflM2020118b07al 



Seq. No. 
Contig ID 
5 '-most EST 



394003 

45348J..R1084 

g5003664 



50187 



€1 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



394004 

45359_1.R1084 
g3760293 

394005 

45373JL.R1084 
g2798698 

394006 

45403J..R1084 
g4714126 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394007 

45408_1.R1084 

g4714050 

BLASTX 

g4678262 

183 

5.0e-22 

74 

71 

(AL049657) argininosuccinate synthase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394008 

45411JL.R1084 

uC-osflM202037allbl 

BLASTX 

gl572819 

275 

5.0e-24 
136 
43 

(U70855) 
elegans] 



similar to the RAS gene family [Caenorhabditis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394009 

45413JL.R1084 

uC-osflM202037bl2bl 

BLASTX 

g3482918 

446 

2.0e-48 

123 

85 

(AC003970) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



394010 

45430_1.R1084 

uC-osflM202037gl0bl 

BLASTX 

g6006371 

97 

2.0e-14 
93 
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o xucii i — l _y 
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LN ^XJ X UCOLlipilUU 
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a37 67342 
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BLASTX 


NCBI GI 


g2618698 


BLAST score 


232 


J— i v axuc 


6 . Oe-19 


M;=i -|- r»H 1 onrrhVi 

Lid Lull ICH^ L.11 


66 


% identity 


64 


NCBI Description 


(AC002510) unknown protein [Arabidopsis thai: 


*D C ^ • IN \J « 


394012 


Contig ID 


45438 1.R1084 


5' -most EST 


uC-osflM202050a09bl 


OC^' IN \ J • 


^Q4D1 ^ 


Contig ID 


45441 1.R1084 


5' -most EST 


g702497 


OC^t IN U • 




Contig ID 


45448 1.R1084 


5' -most EST 


uC-osflM202050d!2bl 


oeg • LNO . 


^Q401 >=; 


oontig xjj 




3 —most rjol 


g / UZDOJ 
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RT.ASTX 


NCBI GI 


gl652971 


BLAST score 


152 


E value 




iricl LOX1 XCLiy L. XX 




% identity 


42 


NCBI Description 


(D90910) hypothetical protein [Synechocystis 




?Q401 7 

Vl / 


Contig ID 


45492 1.R1084 


5 '-most EST 


uC-osflM202081e04bl 


uCl^ > INvJ • 




uoni-ig xu 




o most. Hioi 


rrR71 QT7 
go / x jx / 


beg. jno • 


o i?4u ±y 


(^onticf 1JJ 




5' -most EST 


g4878353 


Method 


BLASTX 


NCBI GI 


g3738284 


BLAST score 


234 


E value 


2. Oe-19 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 
60 

(AC005309) unknown protein [Arabidopsis thaliana] 
394020 

45517JL.R1084 

uC-osroM202023d08bl 

BLASTX 

g4938503 

354 

2.0e-33 

90 

40 

(AL078465) hnRNP-like protein [Arabidopsis thaliana] 
394021 

45537_1.R1084 

g700178 

BLASTX 

g4581856 

450 

1.0e-44 

145 

66 

(AF116825) l-deoxy-D-xylulose-5-phosphate reductoisomerase 
[Mentha x piperita] 

394022 

45556_2.R1084 
uC-osflM202084b04al 

394023 

45587JL.R1084 

g3761382 

BLASTX 

gl203832, 

170 

3.0e-30 

126 

64 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

394024 

45590JL.R1084 

uC-o s f 1M2 02084e09al 

BLASTX 

g2494116 

325 

5.0e-30 

82 

73 

(AC002376) Similar to Synechocystis hypothetical protein 
(gb_D90915). [Arabidopsis thaliana] 



Seq. No. 



394025 
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Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



45595JL.R1084 
g5455506 

394026 

45606_1.R1084 

uC-osroM202020h01al 

BLASTX 

g729944 

188 

4.0e-14 

51 

61 

POLLEN ALLERGEN ZEA M 1 (ZEA M I) >gi_478272_pir JC1524 

major allergen ml protein - maize >gi__293902 (L14271) Zea 
ml [Zea mays] 

394027 

45619_1.R1084 
g3106525 

394028 

45623_1.R1084 
uC-osflM202084hl0al 



Seq. No. 
Contig ID 
5' -most EST 



394029 

45628JL.R1084 
uC-osflM202088a04al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 



Seq. No. 
Contig ID 



394030 

45631_1.R1084 

uC-osflM202088a08al 

BLASTX 

g4678345 

281 

5.0e-34 

119 

51 

(AL049659) putative zinc finger protein [Arabidopsis 
thaliana] 

394031 

45637_1.R1084 

uC-osflM202088cl2al 

BLASTX 

gl706958 

498 

1.0e-50 

93 

95 

(U58284) cellulose synthase [Gossypium hirsutum] 
394032 

45644_1.R1084 

g4715638 

394033 

45653 1.R1084 



50191 



5 '-most EST 



uC-osflM202088e!0al 



Seq. No. 
Contig ID 
5' -most EST 



394034 

45654_1.R1084 
uC-osflM202088d!0al 



Seq. No. 
Contig ID 
5 '-most EST 



394035 

45655JL.R1084 
uC-osroM202012d06al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



394036 

45660_1.R1084 

uC-os r oM2 02024b03bl 

BLASTX 

g3132310 

747 

3.0e-79 

168 

91 

(AB012228) phosphoenolpyruvate carboxylase [Zea mays] 
394037 

45667_1.R1084 

uC-osflM202088fl2al 

BLASTX 

g!311479 

733 

4.0e-97 

205 
89 

(D45890) sucrose phosphate synthase [Oryza sativa] 
394038 

45679_1.R1084 
g2800456 

394039 

45680_1.R1084 
g3763681 

394040 

45683JL.R1084 
g3768170 

394041 

45704_1.R1084 
uC-osflM202092e05bl 



Seq. No. 
Contig ID 
5 '-most EST 



394042 

45744JL.R1084 
uC-osflM202097h01bl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



394043 

45751_1.R1084 

uC-osflM202052a08bl 

BLASTX 

g4567201 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



790 

2.0e-84 

190 

79 

(AC007168) putative aspartate aminotransferase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



394044 

45760_1.R1084 
uC-osflm202102c!2bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



394045 

45770JLR1084 

g3090633 

BLASTX 

g5731763 

154 

4.0e-10 

53 
62 

(X92419) SNAP25A protein [Arabidopsis thaliana] 
>gi_5731764_emb_CAB52583.1_ (X92420) SNAP25AB protein 
[Arabidopsis thaliana] 

394046 

45782JL.R1084 
uC-osflM202052h05bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



394047 

45784_1.R1084 
g2428250 

394048 

45785JL.R1084 

uC-osflM202053a03bl 

BLASTX 

g2244884 

197 

2.0e-19 

127 

51 

(Z97338) glucosyltransferase [Arabidopsis thaliana] 
394049 

45800_1.R1084 

uC-osflM202053e02bl 

BLASTX 

g5596468 

177 

1.0e-12 

96 

38 

(AL0 96882) putative protein [Arabidopsis thaliana] 
394050 

45822_1.R1084 
g4715181 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



€> 



BLASTX 

g4371285 

153 

1.0e-09 

38 

68 

(AC006260) 



hypothetical protein [Arabidopsis thaliana] 



394051 

45823JL.R1084 
uC-osflM202065a04al 



Seq. No. 
Contig ID 
5 '-most EST 



394052 

45824_1.R1084 
uC-osflM202065a05al 



Seq. No. 

Contig ID 
5' -most EST 



394053 

45833_1.R1084 
uC-osflM202065b03al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



394054 

45840JL.R1084 

g3766706 

BLASTX 

g4006877 

205 

9.0e-16 

69 

67 

(Z99707) RNA-binding like protein [Arabidopsis thaliana] 
394055 

45844JL.R1084 
g3107311 



394056 

45846_1.R1084 
g37 62342 
BLASTX 
g3861189 
143 

1.0e-08 

46 

59 

(AJ235272) SOS 
prowazekii] 

394057 

45848_1.R1084 
g3767779 

394058 

45849_1.R1084 

g3763790 

BLASTX 

g4115925 

159 



RIBOSOMAL PROTEIN L14 (rplN) [Rickettsia 
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E value 
Match length 
% identity 
NCBI Description 



6.0e-21 

115 

41 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 .5e-23, N-2) [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027.1_ (AL049523) RNA-binding protein 
[Arabidopsis thaliana] >gi_4959384_gb_AAD34325 . 1_ 
(AF109721) RNA-binding protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



394059 

45864JL.R1084 
uC-osflM202065e01al 



Seq. No. 
Contig ID 
5' -most EST 



394060 

45868 JL.R1084 
uC-osflM202065e06al 



Seq. No. 
Contig ID 
5' -most EST 



394061 

45878_1.R1084 
uC-osflM202065f!0al 



Seq. No. 
Contig ID 
5' -most EST 



394062 

45881_1.R1084 
uC-osrocyp016f08al 



Seq. No. 
Contig ID 
5' -most EST 



394063 

45884JL.R1084 
uC-osflM202065fl2al 



Seq. No. 
Contig ID 
5' -most EST 



394064 

45891_1.R1084 
uC-osflM202065g09al 



Seq. No. 
Contig ID 
5 '-most EST 



394065 

45895J..R1084 
uC-osflM202065h02al 



Seq. No. 

Contig ID 
5 '-most EST 



394066 

45904_1.R1084 
uC-osflM202065h!2al 



Seq. No. 
Contig ID 
5 '-most EST 



394067 

45908_1.R1084 
g2317575 



Seq. No. 

Contig ID 
5' -most EST 



394068 

45913JL.R1084 
uC-osflM202066b02bl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



394069 

45924JL.R1084 

uC-osflM202066fl2bl 

BLASTN 

g6063530 

51 

2.0e-19 

285 
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% identity 81 

NCBI Description Oryza sativa genomic DNA, chromosome 3, clone : P0043E01 
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5' -most EST 
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rieunou 


DXirlD 1 A 


iNUdx bi 


g*t ^ yu / u / 


dJjAdi score 


zi / 


E value 


4 . ue— lo 




oo 


% identity 


O / 


NCBI Description 


(AL035680) putative protein [Arabidopsxs thai; 
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Contig ID 


45957 1.R1084 


5 '-most EST 


uC-osflM202054a07bl 
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NCBI Description 


(DyuyUo) hypothetical protein LSynecnocystis ; 


Ortrt VT/-\ 

oeq. NO. 


jy^ u / z 


L-OULly XU 


A ^079 1 T?1 Oft 4 


5* -most EST 


g427223 


Method 


BLASTX 


NCBI GI 


g2129783 


BLAST score 


226 


E value 


1.0e-18 


Match length 


59 


% identity 


75 


NCBI Description 


cystatin - field mustard >gi 762785 (L41355) ■ 



proteinase inhibitor [Brassica campestris] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



394073 

45985_1.R1084 
g2312594 

394074 

46023JUR1084 
uC-osflM202063c06al 



Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



394075 

46025_1.R1084 
g3768499 

394076 

46033_1.R1084 

g3760942 

394077 

46041JL.R1084 

g3767891 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3258569 
221 

1.0e-17 

47 

85 

(U89959) Similar to yeast general negative regulator of 
transcription subunit 1 [Arabidopsis thaliana] 

394078 

46066_1-R1084 

uC-osflM202063g07al 

BLASTX 

g4455323 

179 

1.0e-21 

104 

47 

(AL035525) aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq, No. 
Contig ID 
5' -most EST 



394079 

46068_1.R1084 
uC-osflM202063g09al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394080 

46120JL.R1084 

uC-osflM202069a09al 

BLASTX 

g5531229 

555 

3.0e-76 

188 

77 

(AJ243812) glutathione synthetase 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



394081 

46127JL.R1084 

uC-osflM202069b06al 

BLASTX 

g3935181 

379 

2.0e-36 

85 

85 

(AC004557) F17L21.24 
394082 

46148_1.R1084 
uC-osflM202069dllal 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



394083 

46152_1.R1084 
uC-osflM202069e04al 



Seq. No. 
Contig ID 
5 '-most EST 



394084 

46171JL.R1084 
uC-osrocyp004g08al 



50197 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3860272 

324 

9.0e-36 

157 

53 

(AC005824) putative suppressor protein [Arabidopsis 
thaliana] >gi_4314399_gb_AAD15609_ (AC006232) putative skdl 
protein [Arabidopsis thaliana] 

394085 

46207_1.R1084 

g570024 

BLASTX 

g3915866 

241 

3.0e-20 

91 

55 

GLUTAMINYL-TRNA SYNTHETASE ( GLUT AMI NE—TRNA LIGASE) (GLNRS) 
>gi_2995455_emb_CAA62901_ (X91787) tRNA-glutamine 
synthetase [Lupinus luteus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



394086 

46209_1.R1084 
uC-osflM202095e07bl 
-BLASTX 
g3482921 
213 

7.0e-17 

81 

49 

(AC003970) Unknown protein [Arabidopsis thaliana] 
394087 

46217J..R1084 
g4714686 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394088 

46231_1.R1084 
g2428236 

394089 

46243_1.R1084 

g570042 

BLASTX 

g629783 

241 

3.0e-58 

184 

66 

ES43 protein - barley >gi_1345528_emb_CAA54 682_ (X77575) 
ES43 [Hordeum vulgare] 



Seq. No. 
Contig ID 
5' -most EST 



394090 

46268_1.R1084 
g2428294 



50198 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4836877 

194 

1.0e-14 

102 

38 

(AC007260) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

394091 

46270J..R1084 

g2428088 

BLASTX 

g548493 

186 

9.0e-14 

85 
45 

EXO POLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1 , 4-ALPHA-GALACTURONIDASE ) 

>gi_629854_pir S30067 polygalacturonase - maize 

>gi_288612_emb_CAA47052_ (X66422) polygalacturonase [Zea 
mays] 



Seq. No. 


394092 


Contig ID 


46274_1.R1084 


5 '-most EST 


g572109 


Seq. No. 


394093 


Contig ID 


46303 1.R1084 


5 '-most EST 


uC-osflM202021e04al 


Method 


BLASTX 


NCBI GI 


g4914460 


BLAST score 


263 


E value 


1.0e-22 


Match length 


86 


% identity 


58 


NCBI Description 


(AL050400) putative protein [Arabidopsis thaliana; 


Seq. No. 


394094 


Contig ID 


46306 1.R1084 


5 '-most EST 


g5004682 


Method 


BLASTN 


NCBI GI 


g435456 


BLAST score 


45 


E value 


6.0e-16 


Match length 


94 


% identity 


95 


NCBI Description 


Proso millet gene for aspartate aminotransferase, 




cds 


Seq. No. 


394095 


Contig ID 


46307 1.R1084 


5' -most EST 


g5900667 


Seq. No. 


394096 


Contig ID 


46322JL.R1084 



50199 



5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



€1 



g2427916 
394097 

46354JL.R1084 
uC-osflM202074el0al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



394098 

46373_1.R1084 
g3760568 

394099 

46375_1.R1084 
uC-osflM202056bllal 



Seq. No. 

Contig ID 
5 '-most EST 



394100 

46377_1.R1084 
uC-osflM202056c01al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394101 

46397JL.R1084 
g3760272 

394102 

46407JL.R1084 

g4714746 

BLASTX 

g3025189 

307 

2.0e-27 

218 

35 

HYPOTHETICAL 67.1 KD PROTEIN SLL1770 

>giJL652753_dbj_RAA17672_ (D90908) ABCl-like [Synechocystis 
sp. ] 

394103 

46416_1.R1084 
g3768983 

394104 

46417_1.R1084 
uC-osrocyp014gllal 

394105 

46437JL.R1084 
g4715011 

394106 

46456JL.R1084 

g3107002 

BLASTX 

g3785998 

144 

8.0e-09 

87 

36 

(AC005499) unknown protein [Arabidopsis thaliana] 



50200 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



394107 

46464_1.R1084 

g3759628 

394108 

46464_2.R1084 

g2312600 

BLASTX 

g2943792 

335 

6.0e-49 

121 

73 

(AB006809) PV72 



[Cucurbita sp. ] 



394109 

46476_1.R1084 

uC-osflM202058hl0al 

BLASTX 

g4586049 

315 

2.0e-48 

209 

53 

(AC007020) hypothetical protein [Arabidopsis thaliana] 
394110 

46478_1.R1084 
uC-osroM202036dl0al 



Seq. No. 
Contig ID 
5 '-most EST 



394111 

46478_2.R1084 
uC-osflM202058hl2al 



Seq. No. 
Contig ID 
5 '-most EST 



394112 

46482JL.R1084 
uC-osroM202017c07bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



394113 

46509_1.R1084 
g569542 

394114 

46523JL.R1084 
uC-osflM202062cllbl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394115 

46534_1.R1084 

g5002975 

BLASTX 

gl421730 

486 

1.0e-65 

173 

75 

(U43082) RF2 [Zea mays] 



50201 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394116- 

46541JL.R1084 

g4878268 

BLASTX 

g2492678 

176 

1.0e-12 

68 

50 

ACTIN-LIKE PROTEIN ARP8 >gi_2132896_pir S67026 probable 

membrane protein YOR141c - yeast (Saccharomyces cerevisiae) 
>gi_1262142_emb_CAA64058_ (X94335) YOR3348c [Saccharomyces 
cerevisiae] >gi_1420356_emb_CAA99341_ (Z75049) ORF YOR141c 
[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5' -most EST 



394117 

46559_1.R1084 
g3767783 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394118 

46561_1.R1084 

g2431409 

BLASTN 

g6002460 

40 

6.0e-13 

48 
96 

Oryza sativa poxA gene for peroxidase, complete cds 



Seq. No. 
Contig ID 
5' -most EST 



394119 

46565JL.R1084 
uC-osroM202016b07al 



Seq. No. 
Contig ID 
5' -most EST 



394120 

46570_1.R1084 
g4880786 



Seq. No. 
Contig ID 
5' -most EST 



394121 

46575JL.R1084 
uC-osrocyp036ellal 



Seq. No. 
Contig ID 
5' -most EST 



394122 

46576_1.R1084 
uC-osflM202070d05al 



Seq. No. 
Contig ID 
5 '-most EST 



394123 

46584JL.R1084 
g4880989 



Seq. No. 
Contig ID 
5' -most EST 



394124 

46591_1.R1084 
g700418 



Seq. No. 
Contig ID 



394125 

46592 1.R1084 



50202 



5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



HI 



uC-osflM202070f04al 
394126 

46604J..R1084 
uC-osrocyp037h02al 

394127 

46627_1.R1084 
uC-osflM202014c!2bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



394128 

46639_1.R1084 
g4715408 

394129 

46644J..R1084 

g4715464 
BLASTX 
g3650037 
262 

1.0e-22 

56 

88 

(AC005396) auxin-responsive GH3-like protein [Arabidopsis 
thaliana] 

394130 

46644_2.R1084 
uC-osflM202073b09al 



Seq. No. 
Contig ID 
5 '-most EST 



394131 

46650_1.R1084 
uC-osflM202073c03al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



394132 

46655_1.R1084 
uC-osrocyp015e05al 

394133 

46661JL.R1084 
g3762613 

394134 

46672JL.R1084 

g3767863 

BLASTX 

gl706956 

261 

2.0e-22 

62 

76 

(U58283) cellulose synthase [Gossypium hirsutum] 
394135 

46682_1.R1084 
g3763706 



50203 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394136 

46739J..R1084 

g3761652 

BLASTX 

gl871186 

156 

7.0e-18 

70 
70 

(U90439) protein kinase isolog 



[Arabidopsis thaliana] 



394137 

46760JL.R1084 

g3768362 

BLASTX 

g5533003 

513 

1.0e-51 

193 

55 

(AF157028) protein phosphatase methylesterase-1 [Homo 
sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



394138 

46775_1.R1084 
g6024966 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394139 

46811_1.R1084 

uC-osflM202016c02bl 

BLASTX 

g2565305 

401 

1.0e-41 

105 

86 

(AF024589) glycine decarboxylase P 
Triticum sp.] 



subunit [Hordeum sp. x 



394140 

46816_1.R1084 

uC-osflm202102h07bl 

BLASTX 

g5689613 

210 

2.0e-16 

83 
55 

(AJ242807) cellulase [Brassica napus] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



394141 

46826_1.R1084 

g426572 

BLASTX 

g4760700 

377 

5.0e-36 



50204 



ridLCa xeny i-Xi 


196 
xz. u 


% identity 


60 


NCBI Description 


(AB024437) peroxidase 1 [Scutellaria baicalensis] 






Contig ID 


46842 1.R1084 


5 '-most EST 


uC-osflM202134b05al 




A^ 


Contig ID 


46858 1.R1084 


5 r -most EST 


uC-osflM202135d05al 




O -? *± J. *± *i 


Contig ID 


46881 1.R1084 


5 '-most EST 


uC-osflM202134g03al 


C rr \T/-\ 

oeq • inu . 




Loniiy xu 


4000O 1 . I\lUO^t 


C 1 _m/-s o +- TOT 1 


go / 0 / t5o j 


beg* jno . 


32 4 X4 D 


uontxg id 


4 boo / 1 . KXUo4 


1 _-m^o-|- TT QT 
D mOSt HjO 1 




rieunou 


"RT ft CITY 


NLbi bX 


_qno /! c n 1 

gjUz4ou 1 


BLAST score 


594 


E value 


5.0e-71 


Match length 




% identity 


*7 "3 
I J 


NCBI Description 


RAS -RELATED PROTEIN RAB11C >gi_137014 6_emb_CAA981 




(Z73951) RAB11C [Lotus japonicus] 


beg. ino. 


Q Ok A 1 A 1 


uont-ig xjj 


A i^QQI 1 131 flft A 
400Z/X X.I\XUo4 


b -most EST 


gDUoyU4U 


Seq. No. 


O fi /t 1 AO 


oonnxg lu 


4oyUO X.KXU04 


R ' >7YlA0f UQT 

D IROS L iLbl 


yZ jl / jOU 


Ma +- V» /-\ /-J 




1NV_»0 J. \J±. 




BLAST score 


220 


E value 


9.0e-18 


Match length 


75 


% identity 


69 


NCBI Description 


ABCISIC ACID-INDUCIBLE PROTEIN KINASE 



>gi_422013_pir A4 6408 abscisic acid-inducible 

serine/threonine protein kinase homolog - wheat (fragment) 
>gi_170664_gb_AAA96325.1_AAA96325 (M94726) protein kinase 
[Triticum aestivum] 



Seq. No. 
Contig ID 
5 '-most EST 



394149 

46921JL.R1084 
g4714097 



Seq. No. 
Contig ID 



394150 

46944 1.R1084 



50205 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osroM202026d04bl 

BLASTX 

g5302775 

148 

4.0e-09 

65 

43 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
394151 

46966JL.R1084 
g2310368 

394152 

46978JL.R1084 

uC-osflM202016bllbl 

BLASTX 

g4680179 

370 

3.0e-35 

172 

45 

(AF111709) polyprotein [Oryza sativa subsp. indica] 
394153 

47009_1.R1084 

g2797498 

BLASTX 

g4587514 

373 

1.0e-35 

81 

85 

(AC007060) Similar to W08E3.3 gi_3880615 putative 
GTP-binding protein from C. elegans cosmid gb_Z92773. EST 
gb_AA597331 comes from this gene. [Arabidopsis thaliana] 

394154 

47010JL.R1084 
g2312398 

394155 

47013_1.R1084 

g4715295 

BLASTX 

g4544409 

305 

1.0e-27 

99 

59 

(AC006955) putative transcription factor [Arabidopsis 
thaliana] >gi__4 58592 0__gb_AAD2 558 0 . 1_AC0 0721 1__2 (AC007211) 
putative scarecrow homolog [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



394156 

47017_1.R1084 
g5607374 



50206 



Seq. No. 
Contig ID 
5 ' -most EST 



394157 

47020J..R1084 
uC-osflM202031b07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



394158 

47041JL.R1084 

uC-osflM202031e08al 

BLASTX 

gl709798 

517 

1.0e-52 

163 

72 

26S PROTEASE REGULATORY SUBUNIT 6B HOMOLOG >gi_1155334 
(U43398) P0TATP1 [Solanum tuberosum] 

394159 

47048_1.R1084 
uC-osflM202031fl0al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394160 

47076_1.R1084 

g2427840 

BLASTX 

g4063751 

236 

4.0e-21 

246 
31 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409__gb_AAD21495.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

394161 

47079JL.R1084 

g2312317 

BLASTX 

g2827537 

375 

7.0e-36 

97 

71 

(AL021633) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



394162 

47082_1.R1084 
uC-osflM202046e07bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



394163 

47093JL.R1084 

uC-osflM202047a01bl 

BLASTX 

g2493494 

650 

9.0e-72 



50207 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

162 
83 

SERINE CARBOXYPEPTIDASE II-2 PRECURSOR (CP-MII.2) 
>gi_619351_bbs_153537 CP-MII . 2=serine carboxypeptidase 
[Hordeum vulgare=barley, cv. Alexis, aleurone, Peptide, 436 
aa] >gi_6102957_emb_CAB59202.1_ (X78878) serine carboxylase 
II-2 [Hordeum vulgare] 

394164 

47105J..R1084 

g3420885 

BLASTX 

g2852449 

214 

3.0e-20 

141 

49 

(D88207) protein kinase [Arabidopsis thaliana] >gi_2947061 
(AC002521) putative protein kinase [Arabidopsis thaliana] 

394165 

47113JLR1084 

g569683 

BLASTX 

g3513303 

232 

4.0e-19 
128 
40 

(AC005594) R26984 



1 [Homo sapiens] 



Seq. No. 
Contig ID 
5' -most EST 



394166 

47160_1.R1084 
uC-os f 1M2 0 2 0 4 9b0 lb 1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394167 

47176_1.R1084 

uC-osrocyp021bl2bl 

BLASTX 

g2245030 

468 

2.0e-61 

142 

83 

(Z97341) acyl-CoA oxidase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394168 

47179J..R1084 

uC-osflM202049h07bl 

BLASTX 

g3426039 

299 

6.0e-27 

76 

71 

(AC005168) unknown protein [Arabidopsis thaliana] 



50208 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394169 

47191_1.R1084 
g2428609 

394170 

47206J..R1084 

uC-osflM202123b05bl 

BLASTX 

g3153205 

232 

4.0e-19 

101 
53 

(U80922) serine/threonine protein phosphatase type one 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



394171 

47223_1.R1084 
uC-osflM202123gllbl 

394172 

47224JL.R1084 

uC-osflM202123gl2bl 

BLASTX 

g3421413 

328 

2.0e-30 

71 

90 

(AF081922) protein phosphatase 2A 55 kDa B regulatory 
subunit [Oryza sativa] >gi_3421415 (AF081923) protein 
phosphatase 2A 55 kDa B regulatory subunit [Oryza sativa] 

394173 

47239_1.R1084 
g3761308 

394174 

47245_1.R1084 

uC- o s f lm2 0 2 1 0 9bl Ob 1 

BLASTX 

g5689136 

446 

3.0e-44 

91 

46 

(AB023479) transcription factor Ntliml [Nicotiana tabacum] 
394175 

47246_1.R1084 
uC-osflm202109bl2bl 



Seq. No. 
Contig ID 
5' -most EST 
Method 



394176 

47261_1.R1084 

uC-osflm202109f09bl 

BLASTX 



50209 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



g4584957 
735 

1.0e-89 

184 
96 

(AF077337) heat shock protein 101; 101 kDa heat shock 
protein [Zea mays] >gi_4928488_gb__AAD33606 . 1_AF133840_1 
(AF133840) heat shock protein HSP101 [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394177 , 

47276_1.R1084 

g3762507 

BLASTX 

g3046695 

261 

4.0e-22 

83 

63 

(AL022224) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394178 

47301_1.R1084 

uC-osflm202111bllbl 

BLASTN 

gl311478 

186 

1.0e-100 

224 

98 

Oryza sativa DNA for sucrose phosphate synthase, 
cds 



complete 



Seq. No. 


394179 


Contig ID 


47305 1.R1084 


5 '-most EST 


uC-osrocyp008g08bl 


Seq. No. 


394180 


Contig ID 


47342 1.R1084 


5 '-most EST 


g428770 


Method 


BLASTX 


NCBI GI 


g5733874 


BLAST scc^e 


305 


E value 


1.0e-27 


Match length 


129 


% identity 


47 


NCBI Description 


(AC007932) F11A17.8 


Seq. No. 


394181 


Contig ID 


47355 1.R1084 


5' -most EST 


uC-osflm202112f09bl 


Seq. No. 


394182 


Contig ID 


47393 1.R1084 


5' -most EST 


uC-osflm202113h05bl 


Seq. No. 


394183 


Contig ID 


47412_1.R1084 



[Arabidopsis thaliana] 



50210 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



g426618 
BLASTX 
gl710807 
529 

7.0e-54 

121 

88 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR 
KD CHAPERON IN ALPHA SUBUNIT) (CPN-60 ALPHA) >gi__1185390 
(U21105) alphacpn60 [Pisum sativum] 



394184 

47423JL.R1084 
g5667239 

394185 

47447_1.R1084 

uC-osflM202020g04bl 

BLASTX 

g2129921 

165 

4.0e-ll 

34 

91 

hypothetical protein 1 



(60 



Madagascar periwinkle >gi_758694 



(U12573) putative [Catharanthus roseus] 
394186 

47459_1.R1084 

g2310550 

BLASTX 

g4651204 

221 

9.0e-18 

80 

46 

(AB026262) ring finger protein [Cicer arietinum] 
394187 

47463_1.R1084 
g5003033 

394188 

47464JLR1084 

uC-osflM202035bl0bl 

BLASTX 

g4803944 

504 

9.0e-51 

175 

57 

(AC006264) putative C2-domain protein (prosite: PD0C00380) 
[Arabidopsis thaliana] 

394189 

47468JL.R1084 
uC-osflM202035cl0bl 



50211 



€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E va\lue 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



BLASTN 

g4680189 

187 

1.0e-100 

453 
99 

Oryza sativa subsp. indica putative dnaJ-like protein, 
putative myb-related protein, putative farnesyl 
pyrophosphate synthase, and hypothetical protein genes, 
complete cds 

394190 

47497J..R1084 

uC-osroM202034bllbl 

BLASTX 

gl29881 

321 

4.0e-31 

154 
52 

PYROPHOSPHATE — FRUCTOSE 6-PHOSPHATE 1 -PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) { 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 

(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 

(PPI-PFK) >gi_482294_pir A36094 

pyrophosphate — f ructose-6-phosphate 1-phosphotransf erase 
(EC 2.7.1.90) alpha chain - potato (cv. Kennebec) 
>gi_169538 (M55190) pyrophosphate-f ructose 6-phosphate 
1-phosphotransferase alpha-subunit [Solanum tuberosum] 

394191 

47505JL.R1084 

uC-osflM202040f09bl 

BLASTX 

g3193293 

582 

8.0e-60 

253 

51 

(AF069298) contains a short region of similarity to another 
Arabidopsis hypothetical protein F19K23.8 (GB:AC000375) 
[Arabidopsis thaliana] 

394192 

47515_1.R1084 

g2431136 

BLASTX 

g4490342 

152 

3.0e-16 

185 

44 

(AL035656) putative protein [Arabidopsis thaliana] 
394193 

47520JL.R1084 
uC-osflM202043b07bl 



50212 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394194 

47538JL.R1084 

g569204 

BLASTX 

g2244765 

234 

2.0e-19 

79 

54 

(Z97335) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



394195 

47545JL.R1084 
uC-osflM202074b07al 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394196 

47550JL.R1084 

g2798793 

BLASTN 

g58067 

41 

2.0e-13 

41 

100 

pBluescript SK(+) vector DNA f phagemid excised from lambda 
ZAP 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394197 

47558_1.R1084 

uC-osflM202074c!2al 

BLASTX 

g6065749 

207 

7.0e-34 

158 

38 

(AJ250341) beta-amylase enzyme [Arabidopsis thaliana] 
394198 

47593_1.R1084 

g3767802 

BLASTX 

g421843 

368 

2.0e-37 

161 

39 

protein kinase (EC 2.7.1.37) 5 - Arabidopsis thaliana 
>gi_217861_dbj_BAA01715_ (D10909) serine/threonine protein 
kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



394199 

47600_1.R1084 
g3768481 



Seq. No. 
Contig ID 



394200 

47615 1.R1084 



50213 



5' -most EST 



g5003817 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394201 

47632_1.R1084 

g2427619 

BLASTX 

g4417293 

375 

1.0e-47 

192 
53 

(AC007019) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



394202 

47633JL.R1084 
uC-osflM202082d02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394203 

47645JL.R1084 

uC-osflM202082f07bl 

BLASTX 

g3142294 

743 

6.0e-79 

150 

94 

(AC002411) Strong similarity to initiation factor eIF-2, 
gb_U37354 from S. pombe. ESTs gb_T41979, gb_N37284 and 
gb N37529 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394204 

47659_1-R1084 

g3760093 

BLASTX 

g3413717 

199 

4.0e-15 

84 

49 

(AC004747) unknown protein [Arabidopsis thaliana] 
>gi_3643590 (AC005395) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



394205 

47670_1.R1084 
uC-osflM202085c02al 



Seq. No. 
Contig ID 
5' -most EST 



394206 

47673JL.R1084 
uC-osrocyp009e06al 



Seq. No. 
Contig ID 
5 '-most EST 



394207 

47680_1.R1084 
uC-osflM202085d05al 



Seq. No. 
Contig ID 



394208 

47684 1.R1084 



50214 



to 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



g3759876 
BLASTX 
g3426048 
201 

1.0e-15 

65 
62 

(AC005168) 



putative hydroxymethylglutaryl-CoA lyase 



precursor [Arabidopsis thaliana] 
394209 

47692_1.R1084 

g2798857 

BLASTN 

g310727 

53 

1.0e-20 

53 
100 

BlueScribe SK Plus cloning vector 
394210 

47700JL.R1084 
uC-osflM202085f07al 



Seq._ No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



394211 

47717JL.R1084 

g3763542 

BLASTX 

g5596468 

260 

2.0e-22 

66 

71 

(AL096882) putative protein [Arabidopsis thaliana] 
394212 

47720_1.R1084 
uC-osflM202085h04al 



Seq. No. 
Contig ID 
5' -most EST 



394213 

47726_1.R1084 
uC-osflM202085hl0al 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



394214 

47733_1.R1084 
g2310441 

394215 

47737JL.R1084 
g286721 

394216 

47737_2.R1084 
g568622 



Seq. No. 



394217 



50215 



Contia ID 


47746 1.R1084 


5 '-most EST 


uC-osflM202089ellbl 


Seq. No. 


394218 


fnnf -in yn 


477S6 1 R1084 


5 1 -most EST 


uC-osflM202089h07bl 


Method 


BLASTX 


NCBI GI 


g4490737 


BLAST score 


309 


E value* 


4 . Oe-28 


Match lenath 


140 


% identity 


49 


NCRI DsscriDt ion 


(AL035708} nutative orotein 


Sea No 


394219 


Contia ID 


47778 1 R1084 


5 1 -most EST 


g37 66883 


Method 


BLASTX 


NCBI GI 


g585451 


BLAST score 


211 


E value 


1.0e-27 


Match length 


99 


% identity 


64 


NCBI Description 


MALATE OXIDOREDUCTASE [NAD] 



[Arabidopsis thaliana] 



62 KD ISOFORM, MITOCHONDRIAL 
PRECURSOR (MALIC ENZYME) (ME) (NAD- DEPENDENT MALIC ENZYME) 

(NAD-ME) >gi_1076667_pir B53318 malate dehydrogenase 

(decarboxylating) (EC 1.1.1.39) 62K chain precursor, 
mitochondrial - potato >gi_438249_emb_CAA80559_ (Z23023) 
malate dehydrogenase [Solanum tuberosum] 



Seq. No. 
Contig ID 
5 '-most EST 



394220 

47816J..R1084 
g3767018 



Seq. No. 
Contig ID 
5* -most EST 



394221 

47817JL.R1084 
g5002849 



Seq. No. 
Contig ID 
5' -most EST 



394222 

47825_1.R1084 
uC-osflM202064a06al 



Seq. No. 
Contig ID 
5 '-most EST 



394223 

47828JL.R1084 
g3769125 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394224 

47851JL.R1084 

g2317418 

BLASTX 

g4337195 

252 

4.0e-24 

79 

68 

(AC006403) putative protein kinase 



[Arabidopsis thaliana] 



50216 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394225 

47859JL.R1084 

uC-osflM202064d08al 

BLASTX 

g3334133 

238 

3.0e-41 

119 

69 

CYTOCHROME P450 89A2 (CYPLXXXIX) (ATH 6-1) >gi_1432145 
(U61231) cytochrome P450 [Arabidopsis thaliana] 

394226 

47873JL.R1084 

uC-osflM202064el0al 

BLASTX 

g5731259 

131 

1.0e-15 

56 

79 

(AF166351) alanine: glyoxylate aminotransferase 2 homolog 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



394227 

47909J..R1084 
uC-osflM2020116a09al 



Seq. No. 
Contig ID 
5 '-most EST 



394228 

47920JL.R1084 
uC-osflM2020116d09al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



394229 

47922JL.R1084 

g3762870 

BLASTX 

g2462761 

312 

3.0e-28 

161 

44 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

394230 

47974_1.R1084 
uC-osroM202016d08al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



394231 

47991JL.R1084 

uC-osflm202002d04bl 

BLASTX 

gl737492 

520 

7.0e-53 

130 

20 



50217 



NCBI Description 


(U81318) poly (A) -binding protein [Triticum aestivum] 


beg . iNO . 


"2 CM 9^9 
J :7*±Z .3Z 


Contig ID 


48001 1.R1084 


5' -most EST 


g3061181 






Contig ID 


48011 1.R1084 


5 T -most EST 


g701507 


Q /-\ r* 7CTi^\ 
064. INO. 




LOlitly 1U 




0 — most hbi 


uu— osxxmzuzu y youoox 


beg. NO. 


3 z jo 


L/Omiy xjj 


4tOUflU X.KXUufi 




gouoxuoo 




RT.A9TX 




n-1 771 1 69 
y ± / f ±± dz 


D±jr\d 1 score 


D 


E value 


4.0e-31 


Match length 


144 


% identity 




jML-oi uescrxprxon 


biJiz LXjycopersxcon escuxenuumj 




>gi_3687307_emb_CAA07000.1_ (AJ006379) subtilisin-li 




protease [Lycopersicon esculentum] 


beg. no. 


jy4Zoo 


Lonuig xu 


ftOUjj i,l\lUo4 


b -most EST 


gz4zoXo / 


Seg. No. 




Contxg ID 


4oubo X.RXUo4 


C 1 -m/~\ c +- "COT 

d -mosi Jtiibi 


go / zx y4 




OLUlu J. x\. 


NCBI GI 


gl33872 


BLAST score 


440 


E value 


2.0e-43 


Match length 


160 


% identity 


54 



NCBI Description 



Seg. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CS1) 

>gi_282838_pir S26494 ribosomal protein SI, chloroplast 

spinach >gi__322404_pir A44121 small subunit ribosomal 

protein CS1, CS-S2 - spinach >gi_18060_emb_CAA46927_ 
(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 

394238 

48077_1.R1084 

uC-osrocyp037d06bl 

BLASTX 

g3249066 

528 

1.0e-53 

191 

60 



50218 



NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



O 



(AC004473) Similar to S. cerevisiae SIK1P protein 
gb_984964. ESTs gb_F15433 and gb_AA395158 come from this 
gene. [Arabidopsis thaliana] 

394239 

48100_1.R1084 
uC-osflm202102f08bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394240 

48116JL.R1084 
uC-osflm202103g02bl 

394241 

48137_1.R1084 

uC-osflm202104f08bl 

BLASTX 

g4539293 

530 

9.0e-54 

216 

48 

(AL049480) putative membrane transporter [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



394242 

48140__1.R1084 
g572285 

394243 

48143_1.R1084 
g2428663 

394244 

48145__1.R1084 
g700279 

394245 

48149_1. R1084 
uC-osflm202106c09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



394246 

48182_1.R1084 

g571955 

BLASTX 

g4584343 

245 

1.0e-20 

69 

68 

(AC007127) putative ubiquitin protein [Arabidopsis 
thaliana] 

394247 

48219JL.R1084 
g2312517 
BLASTX 
g4895226 



50219 



BLAST score 


445 


E value 


8.0e-57 


Match lenath 

1» -IV— i L— ^11 X wily 4. A 


149 


o j. ucii i l i_- _y 


78 




fAP007660^ h\mnt hpt i P3 1 nrnf^i n r ATahi HnnQ i q f 1 i an^ ] 




394248 


Print in TP) 

V^UliU J.^ 1U 


48223 1 R1084 


5 ' -most EST 


uC-osflm202108d06bl 


Method 


BLASTX 


NCBI GI 


g4835767 


BLAST score 


233 


L_i V CL _L 


4 Oe-33 


Match 1 pnrrth 

Lid UV^ll Xvii^ til 


146 


% identity 


53 


NCBI 1 Description 


(AC007202) T8K14.16 [Arabidopsis thaliana] 




394249 


Conticr ID 


48227 2 R1084 


S'-mnqt EST 


uiu i _/ L/ x, 


OCy » IN LJ « 




^Ull 1 l_y J_L/ 


48930 1 R1084 


5 1 -most EST 


a2312T05 


Method 


BLASTX 


J.N U J. \J X. 


a3213227 


BLAST score 


161 


E value 


9.0e-ll 


IvTa -f- oVi 1 c*nrr"f~H 
riauuii iciiy uii 








NCBI Descrintion 


(AF035209} nutative v— SNARE Vtila TMus mus cuius! 




^yX J4£.1UU^ \ AC UJJ06 J } Z> JvUd VJL/JL y X O LNrtrS.Hi L J Lt O UlUoL-UXUOj 






Pnnf i rr T Pi 


4£94fl 1 PI Hff4 


LLL\J O L. L-iO X 


rr931 I^^S 


MpthnH 

1 1C UllWV^t 


RT.A9TX 


NCBI GI 


g3738312 


BLAST score 


462 


J_i v ax Lie: 


6 Oe-58 


Match 1 pnnth 


111 


t> xuciiLXty 


64 


LN V^LjX. UCO^I XU 1 Lvji I 


/7\p^^ c \3^Q^ h\mnf hot - 1 1 nrrifoi n rirahi HnnQi <3 "hha 1 i anal 


uC^* LN (J • 


3949^9 




fiOZDU lilMUOy 


V-mncst EST 

•J lllUO L. LiO X 


nP-Ae mM9fl 901 OHORhl 


MpfhnH 


RT.ASTX 


NCBI GI 


a5596996 


BLAST score 


148 


E value 


3.0e-09 


Match length 


65 


% identity 


52 


NCBI Description 


(Y14600) putative protein serine /threonine kinase [Sorghum 




bicolor] 



Seq. No. 



394253 



50220 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



48260_2.R1084 
uC-osrocyp002e02bl 

394254 

48262JL.R1084 
uC-osroM202024g08bl 

394255 

48271_1.R1084 
uC-osrocyp002f06bl 

394256 

48273JL.R1084 
uC-osrocyp002fl0bl 

394257 

48287__1.R1084 

uC-osrocyp033h05bl 

BLASTX 

g5823572 

409 

9.0e-40 

136 

59 

(AL049730) putative protein [Arabidopsis thaliana] 
394258 

48291_1.R1084 

g572121 

BLASTX 

gl778093 

423 

3.0e-48 

152 

69 

(U64902) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 

394259 

48294_1.R1084 

uC-osrocyp004a03bl 

BLASTX 

gl653196 

399 

2.0e-38 

117 

62 

(D90911) hypothetical protein [Synechocystis sp.] 
394260 

48296JL.R1084 

uC-osrocyp004al0bl 

BLASTX 

g3915395 

877 

2.0e-96 



50221 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176 
92 

HYPOTHETICAL 21. 



0 KD PROTEIN SLR0612 



394261 

48297_1.R1084 

uC-osrocyp004allbl 

BLASTX 

gl651876 

688 

2.0e-72 

139 

96 

(D90900) hypothetical protein [Synechocystis sp.] 
394262 

48299J..R1084 

uC-osrocyp004b07bl 

BLASTN 

gl652027 

549 

0.0e+00 

569 

99 

Synechocystis sp. PCC6803 complete genome, 4/27, 
402290-524345 

394263 

48300_1.R1084 

uC-osrocyp004b08bl 

BLASTX 

gl006580 

259 

7.0e-45 

128 

80 

(D64005) hypothetical protein [Synechocystis sp.] 
394264 

48302JL.R1084 

uC-osrocyp004c04bl 

BLASTN 

gl001396 

633 

0.0e+00 

649 

99 

Synechocystis sp. PCC6803 complete genome, 18/27, 
2267260-2392728 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



394265 

48305_1.R1084 

uC-osrocyp004d09bl 

BLASTX 

g!001555 

729 

4.0e-77 



50222 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

159 
94 

(D64000) ATP-dependent Clp protease regulatory subunit 
[Synechocystis sp.] 

394266 

48306J..R1084 
uC-osrocyp004dllbl 

394267 

48310JL.R1084 

uC-osrocyp004f03bl 

BLASTX 

g3183135 

582 

5,0e-60 

118 

97 

PRIMOSOMAL PROTEIN N' (REPLICATION FACTOR Y) 
>gi_1653581_dbj_BAA18494_ (D90914) primosomal protein N 
[Synechocystis sp.] 



Seq. No. 


394268 


Contig ID 


48317_1 .R1084 


5 ' -most EST 


uC-osrocyp004n05Dl 


Method 




NCBI GI 


gl653718 


BLAST score 


917 


E value 


1 . Oe-102 


Match length 




% identity 


77 


NCBI Description 


(D90916) hypothetical 


Seq. No. 


394269 


Contig ID 


48318 1.R1084 


5 '-most EST 


g2312593 


Method 


BLASTX 


NCBI GI 


g5733886 


BLAST score 


423 


E value 


2.0e-41 


Match length 


116 


% identity 


72 


NCBI Description 


(AC007932) F11A17.20 


Seq. No. 


394270 


Contig ID 


48322 1.R1084 


5' -most EST 


g572124 


Method 


BLASTX 


NCBI GI 


g5731998 


BLAST score 


726 


E value 


1.0e-76 


Match length 


261 


% identity 


57 


NCBI Description 


(AF139532) aldehyde 5- 


Seq. No. 


394271 


Contig ID 


48325_1.R1084 



[Arabidopsis thaliana] 



-hydroxylase [Liquidambar styraciflua] 



50223 



5' -most EST 



uC-osrocyp005allbl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394272 

48327J..R1084 

uC-osrocyp005b02bl 

BLASTX 

g2842490 

311 

3.0e-28 * 

69 

86 

(AL021749) heat-shock protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394273 

48341JL.R1084 

uC-osrocyp005d06bl 

BLASTN 

g5852170 

83 

2.0e-38 

153 

49 

Oryza sativa indica(GLA4) genomic DNA, chromosome 4, BAC 
clone:tl7804 



Seq. No. 


394274 


Contig ID 


48347 1.R1084 


5 '-most EST 


g2310450 


Method 


BLASTX 


NCBI GI 


g4914402 


BLAST score 


575 


E value 


3.0e-59 


Match length 


188 


% identity 


59 


NCBI Description 


(AL050352) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


394275 


Contig ID 


48362_1.R1084 


5 '-most EST 


uC-osrocyp007g04bl 


Method 


BLASTX 


NCBI GI 


g2911300 


BLAST score 


288 


E value 


8.0e-25 


Match length 


765 


% identity 


24 


NCBI Description 


(AF022937) structural polyprotein [Rhopalosiphum padi 




virus] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



394276 

48364_1.R1084 
g701738 

394277 

48373_1.R1084 

uC-osrocyp005gllbl 

BLASTX 

g4538939 



50224 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



410 

5.0e-40 

86 

88 

(AL049483) Col-0 
thaliana] 



casein kinase I-like protein [Arabidopsis 





oeq. NO. 


OQA OH Q 




uontig id 


4ojo1 1.K1UQ4 






rrO A A OCOQ 




oeq. jno. 






Contig ID 


48398 1.R1084 




5 -most EST 


uC-osrocyp010d08bl 




oeq. jno. 






C* r\ r\ +- *i TH 

kyOnuxg xu 


fiofiUX X.r\.±Uo4 




5' -most EST 


uC-osrocyp006c04bl 


4~ 


Seq. No. 


394281 




Contig ID 


48420_1.R1084 




5' -most EST 


uC-osrocyp006e06bl 




Method 


BLASTX 


sabs 


NCBI GI 


g5103807 


O 


BLAST score 


361 




E value 


3.0e-34 




Match length 


113 


y ^ 


% identity 


58 




NCBI Description 


(AC007591) Contains 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



phosphatidic acid phosphatase alpha-2 (PAP2_a2) from Homo 
sapiens. ESTs gb_T88254 and gb_AA394650 come from this 
gene. [Arabidopsis thaliana] 

394282 

48422JL.R1084 
uC-osrocyp006el0bl 

394283 

48426JL.R1084 
uC-osrocyp008h09bl 

394284 

48456_1.R1084 
uC-osrocyp008b01bl 

394285 

48475_1.R1084 

g5056083 

BLASTX 

g6007450 

113 

1.0e-08 

120 

42 

(AF188159) actin 



I [Hypotrichida sp. 'unknown F 1 ] 



Seq. No. 



394286 



50225 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



48477JL.R1084 

uC-osroM202014e08bl 

BLASTX 

g3242717 

320 

2.0e-29 

81 

75 

(AC003040) putative APG protein [Arabidopsis thaliana] 
394287 

48479J..R1084 

uC-osroM202019bl2bl 

BLASTX 

g3395431 

355 

1.0e-33 

102 

67 

(AC004683) unknown protein [Arabidopsis thaliana] 
394288 

48506JL.R1084 

uC-osrocyp008h08bl 

BLASTX 

g2981475 

329 

2.0e-30 

102 

68 

(AF053084) putative cinnamyl alcohol dehydrogenase [Malus 
domestica] 

394289 

48531JL.R1084 

uC-osrocyp009c07bl 

BLASTX 

g2191135 

387 

6.0e-37 

241 

34 

(AF007269) A_IG002N01 . 14 gene product [Arabidopsis 
thaliana] 

394290 

48541_1.R1084 
uC-osrocyp009d08bl 

394291 

48559_1.R1084 

uC-osrocyp009fl0bl 

BLASTX 

g3377509 

429 

7.0e-42 

158 



50226 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



49 

(AF056027) auxin transport protein REH1 [Oryza sativa] 
394292 

48564_1.R1084 
uC-osrocyp032b09bl 

394293 

48583_1.R1084 

g427136 

BLASTX 

g2833375 

349 

8.0e-33 

71 

90 

DNA- DIRECT ED RNA POLYMERASE II 8.2 KD POLYPEPTIDE (RPB10) 
(RP10) (ABC10) >gi_533690 (U12133) RNA polymerase II 
subunit RPB10 homolog; similar to yeast RNA polymerase II 
subunit RPB10, Swiss-Prot Accession Number P22139 [Brassica 
napus] 

394294 

48595JL.R1084 

g427516 

BLASTX 

g2492512 

162 

1.0e-10 

90 
46 

CELL DIVISION PROTEIN FTSH HOMOLOG 3 

>gi_1652556_dbj_BAA17477_ (D90906) cell division protein 
FtsH [Synechocystis sp.] 

394295 

48597_1.R1084 
uC-osrocyp010d09bl 

394296 

48613J..R1084 

uC-osrocyp010f09bl 

BLASTX 

g913445 

410 

2.0e-65 

207 

59 

(S75487) alcohol dehydrogenase ADH=alcohol dehydrogenase 
homolog {EC 1.1.1.1} [Lycopersicon esculentum=tomatoes, cv. 
red cherry, Peptide, 389 aa] [Lycopersicon esculentum] 

394297 

48616JL.R1084 
uC-osrocyp010f!2bl 



Seq. No. 



394298 



50227 



Contig ID 
5' -most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48616_2.R1084 
g4878564 

394299 

48621JL.R1084 

g2800099 

BLASTX 

g2827661 

577 

3.0e-59 

207 

60 

(AL021637) hyuC-like protein [Arabidopsis thaliana] 
394300 

48634JL.R1084 
uC-osrocyp011a04bl 

394301 

48638JL.R1084 

g2797342 

BLASTX 

g4512685 

523 

4.0e-53 

173 

58 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 

394302 

48654_1.R1084 

g2798771 
BLASTX 
g3618312 
225 

2.0e-18 

96 

32 

(AB001884) zinc finger protein [Oryza sativa] 
394303 

48658JL.R1084 

uC-osrocyp011d05bl 

BLASTX 

g6006379 

842 

2.0e-90 

203 

84 

(AP000559) ESTs AU078277 (S1084 } , AU078273 (S13585 ) , 
D47857 (S13585) correspond to a region of the predicted 
gene.; Similar to Caenorhabditis elegans cosmid C15H9; 
hypothetical protein (U56965) [Oryza sativa] 



Seq. No. 



394304 



50228 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48671JL.R1084 

g428183 

BLASTX 

g585661 

303 

2.0e-27 

124 

48 

PEROXIDASE PRECURSOR >gi_287401_dbj_BAA03644_ (D14997) 
peroxidase [Oryza sativa] 

394305 

48674_1.R1084 
uC-osrocyp017dl2bl 

394306 

48688_1.R1084 

g427761 

BLASTX 

gl28592 

428 

5.0e-42 

99 

75 

POLLEN-SPECIFIC PROTEIN NTP303 PRECURSOR 

>gi_82190j>ir S224 95 pollen-specific protein precursor 

common tobacco >gi__19902_emb_CAA43454_ (X61146) pollen 
specific protein [Nicotiana tabacum] 

394307 

48689JL.R1084 

uC-osrocyp011h04bl 

BLASTN 

g5441876 

153 

2.0e-80 

491 

99 

Oryza sativa genomic DNA, chromosome 2, clone: P04 37H03 
(contig b) 

394308 

48690_1.R1084 
uC-osrocyp011h05bl 

394309 

48694JL.R1084 

uC-osrocyp012a01bl 

BLASTX 

g5902444 

553 

7.0e-60 

220 

62 

(AB030283) GAG-POL precursor [Oryza sativa] 



Seq. No. 



394310 



50229 



o 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48708_1.R1084 

g701717 

BLASTX 

g4836876 

540 

4.0e-55 

190 

72 

(AC007260) Similar to dTDP-D-glucose 4 , 6-dehydratase 
[Arabidopsis thaliana] 

394311 

48709_1.R1084 

g426044 

BLASTX 

g3395431 

445 

1.0e-43 

167 

51 

(AC004683) unknown protein [Arabidopsis thaliana] 
394312 

48723_1.R1084 
uC-osrocyp012d03bl 

394313 

48724_1.R1084 

uC-osrocyp012d04bl 

BLASTX 

g4056507 

411 

8.0e-40 

109 

72 

(AC005896) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



394314 

48727_1.R1084 

uC-osrocyp015bl2bl 

BLASTX 

g5923675 

610 

3.0e-63 

220 

56 

(AC009326) putative mRNA capping enzyme, RNA 
guanylyltransf erase [Arabidopsis thaliana] 

394315 

48729_1.R1084 

uC-osrocyp012d09bl 

BLASTX 

g4519615 

147 

5.0e-09 



50230 



o 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



78 
45 

(AB017594) RPE65 [Gallus gallus] 
394316 

48740_1.R1084 

uC-osrocyp012f07bl 

BLASTX 

g2576361 

427 

5.0e-42 

116 

67 

(U39782) lysine and histidine specific transporter 
[Arabidopsis thaliana] 

394317 

48743JL.R1084 

uC-osrocyp012fllbl 

BLASTX 

g4678268 

365 

1.0e-34 

77 

79 

(AL049660) putative protein [Arabidopsis thaliana] 
394318 

48747_1.R1084 
g5003036 

394319 

48757_1.R1084 
uC-osrocyp012h06bl 

394320 

48796JL.R1084 
g2428215 

394321 

48804JL.R1084 

uC-osrocyp013f04bl 

BLASTX 

g3445201 

166 

l.Ge-17 

105 
44 

(AC004786) unknown protein [Arabidopsis thaliana] 
394322 

48805JL.R1084 

g2427989 

BLASTX 

g2347195 

304 

2.0e-27 



50231 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



142 
45 

(AC002338] 



hypothetical protein [Arabidopsis thaliana] 



394323 

48829JL.R1084 

gl631499 

BLASTX 

g4587520 

251 

2.0e-40 

148 

62 

(AC007060) Strong similarity to gb_X71057 protein kinase 
from Nicotiana tabacum and contains PF_00069 eukaryotic 
protein kinase domain. [Arabidopsis thaliana] 

394324 

48846_1.R1084 

uC-osrocyp014c07bl 

BLASTX 

g3377820 

342 

5.0e-32 

98 

68 

(AF07 6275) contains similarity to coatomer zeta chains 
[Arabidopsis thaliana] 

394325 

48856JL.R1084 
uC-osroM202021e01bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



394326 

48868_1.R1084 

uC-osrocyp014f02bl 

BLASTX 

g5019548 

728 

4.0e-77 

177 

70 

(AJ242663) cathepsin Z [Mus musculus] 

394327 ' 

48879JL.R1084 

uC-osrocyp015g01bl 

394328 

48882JL.R1084 

uC-osrocyp014g04bl 

BLASTN 

g5091597 

70 

7.0e-31 

127 

89 



50232 
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NCBI Description 


tAi!lo4/o^; oUb riDOSomai protein xjX Lrrunus armeniacaj 
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4ooyz 1.K1U04 
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d —most hbi 
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OXlTIO J. A. 


NCBI GI 


g4972075 


BLAST score 


211 


E value 


x . ue id 


Match length 




% identity 


48 


NCBI Description 


(AL078467) proton pump interactor [Arabidopsis thaliana^ 


Seq. No. 


J94 JJ1 


contig id 


4ooyo X.KXU0 4 


5 -most EST 


_,o x o o^"c o 

gz4zozbo 


Seq. No. 
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Contig ID 
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Method 


DT DOTY 


NCBI GI 


g^bzozy / 


oiiAbi score 


Zoo 


E value 


4.0e-22 


Match length 


171 


% identity 
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VA^UU^^Uyj UliKnOwn prOLcin [iiI7a.XjXaopSlS T*IiclXXa.iia. J 








[Arabidopsis thaliana] 


Seq. No. 




Contig ID 


4oyuz I.RlUo4 


C. 1 _ _ j_ prim 

o -most hbl 


uc-osrocypuioDUODx 


Method 


DXjfibi A 


NCBI GI 


g3980417 


BLAST score 


281 


E value 


x . ue— ^4 


Match length 




ia.eivcix.y 


ox 


NCBI Description 


(AC004561) pumilio-like protein [Arabidopsis thaliana] 


Seq. No. 


394334 


Contig ID 


48904JL.R1084 


5' -most EST 


uC-osrocyp015b07bl 



Seq. No. 394335 



50233 



o 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48905_1.R1084 

uC-osrocyp032d02bl 

BLASTX 

g5304837 

321 

2.0e-29 

137 

50 

(AJ243483) ATP citrate lyase [Cyanophora paradoxa] 



394336 

48916JL.R1084 

uC-osrocyp032gl0bl 

BLASTX 

g300264 

433 

1.0e-42 

138 

49 

(S59747) HSP68=68 kda heat-stress DnaK homolog 
tuberosum=potatoes, Peptide Mitochondrial, 682 
tuberosum] 



[Solanum 
aa] [Solanum 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig^ ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



394337 

48919JL.R1084 

g2310156 

BLASTX 

g4508079 

397 

2.0e-38 

143 

62 

(AC005882) 66284 [Arabidopsis thaliana] 
394338 

48922JL.R1084 

uC-osroM202034f08bl 

BLASTX 

g2760834 

150 

2.0e-09 

84 

39 

(AC003105) putative nitrate transporter [Arabidopsis 
thaliana] 

394339 

48923JL.R1084 
uC-osrocyp015d09bl 

394340 

48930_1.R1084 

uC~osrocyp015e07bl 

BLASTX 

g4586109 

288 

1.0e-25 



50234 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

133 
44 

(AL049638) putative protein [Arabidopsis thaliana] 
394341 

48969_1.R1084 

uC-osrocyp016b07bl 

BLASTX 

g4263721 

441 

1.0e-43 

172 

51 

(AC006223) putative DNA repair protein RAD50 [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394342 

48979_1.R1084 

uC-osroM202007b03al 

BLASTX 

g2501555 

364 

2.0e-34 

71 

93 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN 
possible apospory-associated protein 



C >gi_549984 (U13148) 
[Pennisetum ciliare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394343 

48996JL.R1084 

g2310143 

BLASTX 

g2190550 

692 

7.0e-73 

171 

78 

(AC001229) ESTs gb_T45673, gb_N37512 come from this gene, 
[Arabidopsis thaliana] 

394344 

48999_1.R1084 
uC-osrocyp028a05bl 

394345 

49006JL.R1084 

uC-osrocypO 1 6gl2bl 

BLASTX 

g2832898 

351 

4.0e-33 

128 

59 

(AJ000886) Tetrafunctional protein of glyoxysomal fatty 
acid beta-oxidation [Brassica napus] 



Seq. No. 



394346 



50235 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



49017_1.R1084 

g3763864 

BLASTX 

g3912917 

807 

1.0e-117 

295 

77 

(AF001308) putative NAK-like ser/thr protein kinase 
[Arabidopsis thaliana] 

394347 

49022JL.R1084 

uC-osrocyp017a!2bl 

BLASTX 

g5103807 

157 

1.0e-10 

53 

53 

(AC007591) Contains similarity to gb_AF014403 type-2 
phosphatidic acid phosphatase alpha-2 (PAP2_a2) from Homo 
sapiens. ESTs gb_T88254 and gb_AA394650 come from this 
gene. [Arabidopsis thaliana] 

394348 

49050_1.R1084 

g5667602 

BLASTX 

g2618696 

153 

9.0e-10 

93 

32 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
394349 

49054_1.R1084 
uC-osrocyp017f05bl 

394350 

49071JL.R1084 

g3767106 

BLASTX 

g4835757 

318 

2.0e-29 

115 

51 

(AC007202) EST gb_AA404917 comes from this gene. 
[Arabidopsis thaliana] 

394351 

49073_1.R1084 
uC-osrocyp024c01bl 



Seq. No. 



394352 



50236 



o 



Contig ID 


49104 1.R1084 


5' -most EST 


uC-osroM202037a09bl 




394353 

-m/ TI -J -J 


pAnf- -1 rr TH 


49137 1 R1084 




y fizouzo 






oonxicj xu 


~t-7X4/ X.IS-XUOf* 


*J XLlvJoL. Lux 


y <£. O \J ri 1U 






NCBI GI 


g3176660 


BLAST score 


166 


E value 


2.0e-ll 


Mat - fin 1 o n rr"l~ V*i 


64 


O XUCi 11 — L Ly 


50 


NCBI Description 


(AC004393) Similar to ERECTA receptor protein kinase 
gb U47029 from A. thaliana. [Arabidopsis thaliana] 


OClj • Vi\J • 


^Q4?R5 


pofi +- -J n T n 

OUilLXy J_ u 




0 IROSu Hibi 


uL osrocypuoznu^Di 


oeq. iNO . 




uonrig iu 


yi Qi cq 1 Dl no A 


C 1 o+- IT C T 

O IUOS L JCjOI 


(Ji / f jU 


+- Vi 

L v ie t.noa 


dt a city 


NCBI GI 


gl688233 


BLAST score 


208 


E value 


o Ho— 1 7 
z . ue J. / 


L v iaucn lenguii 


i m 

lUi 






jNutJi uescrxption 


\U/ /ooo; iJJNii Dinumg proi-em nomoxog [ooxanuin. uuxjeiroi 


oeq. INO. 




fr^n +- -i /-t T "Pi 


yi Q1 1 PI HQ A 


vJ UUJOU HjO 1. 






DiiflO ± /\ 


NCBI GI 


g4454039 


BLAST score 


282 


E value 


5.0e-25 


iyr ^ 4- i-i n ar</< i 
i v ia.L.cn lengLii 






DZ 


inodx uescription 


\tt±j\j 3D } putauive iNaT , /n.-i — exciia.iiyiriy piuLciii j_riXa.L>x< 
unaxxana j 


beg. wo. 




■>-i 4- -! y« TO 

uonuig ID 


A QI CI 1 ni nO/l 


R 1 — mAcf r*CT 

O ILIO 5 T- £jO 1 


y z *iz _7U fi o 




dt A CITY 


L\ J_J J. VJ _L. 


a4510376 


BLAST score 


285 


E value 


2.0e-25 


Match length 


96 


% identity 


53 


NCBI Description 


(AC007017) unknown protein [Arabidopsis thaliana] 



50237 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



394359 

49175_1.R1084 

g702130 

BLASTX 

g5730134 

185 

1.0e-13 

90 
47 

(ALIO 97 96) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5* -most EST 



394360 

49180_1.R1084 
uC-osrocyp028h06bl 



Seq. No. 
Contig ID 
5' -most EST 



394361 

49203_1.R1084 
uC-osrocyp02 9d09bl 



Seq. No. 
Contig ID 
5 '-most EST 



394362 

49205__1.R1084 
g4715247 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394363 

49217_1.R1084 

uC-osrocyp029gl0bl 

BLASTX 

g320130 

301 

3.0e-27 

90 

63 

acetolactate synthase (EC 4.1.3.18) (clone pSOG109) - maize 
>gi_22141_emb_CAA45117_ (X63554) acetohydroxyacid synthase 
[Zea mays] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394364 

49219J..R1084 

uC-osrocyp029gl2bl 

BLASTX 

g3152940 

186 

9.0e-14 

98 

42 

(AF065483) sorting nexin 1 [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394365 

49247JL.R1084 

g4715095 

BLASTX 

g2760324 

578 

3.0e-59 

306 

43 

(AC002130) F1N21.9 [Arabidopsis thaliana] 



50238 



Seq. No. 

Contig ID 

5 ,; -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394366 

49249JL.R1084 

g4880935 

BLASTX 

g3360289 

1150 

1.0e-126 

362 

63 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

394367 

49251JL.R1084 

uC-osrocyp030cl2bl 

BLASTX 

gl703446 

922 

1.0e-99 

299 

66 

L- AS PARAGINAS E (L-ASPARAGINE AMIDOHYDROLASE) 

>gi_1076292_pir S53127 asparaginase - Arabidopsis thaliana 

>gi_735918_emb__CAA84367_ (Z34884) asparaginase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



394368 

49256JL.R1084 

uC-osrocyp030d05bl 

BLASTX 

g6094554 

203 

9.0e-16 

73 
58 

(AC010676) putative protein kinase [Arabidopsis thaliana] 
394369 

49272_1.R1084 
uC-osrocyp030fllbl 



Seq. No.- 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



394370 

49277_1.R1084 

uC-osroM202033d06bl 

BLASTX 

g2459575 

184 

2.0e-13 

104 

33 

(U75346) envelope protein [Chlamydomonafc reinhardtii] 
394371 

49278_1.R1084 

g2312209 

BLASTX 



50239 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



g3075391 
170 

9.0e-12 

93 

42 

(AC004484) unknown protein [Arabidopsis thaliana] 
394372 

49281JL.R1084 
uC-osrocyp030h05bl 

394373 

49294_1.R1084 

uC-osrocyp031b06bl 

BLASTX 

g486849 

251 

2.0e-21 

168 

25 

licheninase (EC 3.2.1.73) precursor - wheat 
>gi_311764_emb_CAA804 93_ (Z22874) (1, 3; 1,4) beta glucanase 
[Triticum aestivum] 

394374 

49302_1.R1084 

uC-osrocyp013c02bl 

BLASTX 

g4490309 

381 

1.0e-36 

117 

59 

(AL035678) peroxidase ATP17a-like protein [Arabidopsis 
thaliana] 

394375 

49313_1.R1084 

uC-osrocyp031fllbl 

BLASTX 

g3341679 

208 

2.0e-16 

60 

70 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

394376 

49315J..R1084 
uC-osrocyp031g02bl 

394377 

49317_1.R1084 

uC-osrocyp031g06bl 

BLASTX 

g4262167 



50240 





II • 


BLAST score 


144 


E value 


1.0e-08 


Match length 


35 


% identity 


66 


NCBI Description 


(AC005275) putative LRR receptor-linked protein 




[Arabidopsis thaliana] 


Seq. No. 


394378 


Contig ID 


49320 1.R1084 


5' -most EST 


g2311283 


Method 


BLASTX 


NCBI GI 


g4884932 


BLAST score 


233 


E value 


1.0e-39 


Match length 


148 


% identity 


58 


NCBI Description 


(AF141659) AtHVA22a [Arabidopsis thaliana] 




>gi_4884944 gb AAD31885.1 AF141977 1 (AF141977) 




[Arabidopsis thaliana] 


Seq. No. 


394379 


Contig ID 


4935CML .R1084 


5 '-most EST 


uC-osrocyp032dl0bl 


Seq. No. 


394380 


Contig ID 


49367 1.R1084 


5' -most EST 


g2312199 


Seq. No. 


394381 


Contig ID 


49378 1.R1084 


5 '-most EST 


g2312139 


Seq. No. 


394382 


Contig ID 


49382_1.R1084 


5' -most EST 


uC-osrocyp033al0bl 


Seq. No. 


394383 


Contig ID 


49394 1.R1084 


5' -most EST 


uC-osrocyp033c07bl 


Method 


BLASTX 


NCBI GI 


g2315591 


BLAST score 


203 


E value 


1.0e-15 


Match length 


107 


% identity 


38 


NCBI Description 


(AF016662) No definition line found [Caenorhabd: 




elegans] 


Seq. No. 


394384 


Contig ID 


49415 1.R1084 


5' -most EST 


g3061215 


Seq. No. 


394385 


Contig ID 


49419 1.R1084 


5' -most EST 


gl631451 


Seq. No. 


394386 



50241 





VP 


Contig ID 


49423__1.R1084 


5' -most EST 


uC-osrocyp033hl2bl 


Seq. No. 


394387 


Contig ID 


49438_1.R1084 


5' -most EST 


uC-osrocyp002b02al 


Seq. No. 


394388 


Contig ID 


49458_1.R1084 


5 '-most EST 


uC-osrocyp002c06al 


Seq. No. 


394389 


Contig ID 


49461_1.R1084 


5 f -most EST 


uC-osrocyp002c09al 


Seq. No. 


394390 


Contig ID 


49484 1.R1084 


5 1 -most EST 


g4715842 


Seq. No. 


394391 


Contig ID 


49503_1.R1084 


5 '-most EST 


uC-osrocyp002f 04bl 


Seq. No. 


394392 


Contig ID 


49507 1.R1084 


5 '-most EST 


g2317495 


Method 


BLASTX 


NCBI GI 


g4006829 


BLAST score 


307 


E value 


2.0e-55 


Match length 


152 


% identity 


73 


NCBI Description 


(AC005970) putative 


Seq. No. 


394393 


Contig ID 


49513_1.R1084 


5 '-most EST 


uC-osrocyp002f 12bl 


Seq. No. 


394394 


Contig ID 


49553 1.R1084 


5 '-most EST 


g3768657 


Seq. No. 


394395 


Contig ID 


49555 1.R1084 


5' -most EST 


g2317533 


Seq. No. 


394396 


Contig ID 


49563_1.R1084 


5 ' -most EST 


uC-osrocyp003c01al 


Seq. No. 


394397 


Contig ID 


49573 1.R1084 


5 '-most EST 


g4968*907 


Method 


BLASTX 


NCBI GI 


g3461821 


BLAST score 


493 


E value 


2.0e-49 




protein kinase [Arabidopsis thaliana] 



50242 



Match length 

% identity 

NCBI Description 



0 



191 
55 

(AC004138) 
thaliana] 



putative nucleoside triphosphatase [Arabidopsis 



Seq. No. 


394398 




^i^UUZ ±»t\±KJO t i 








DLriJ 1 A. 


JNoJdI \j1 




DT 7\ Q T 1 arr^va 
DJLtrio 1 buUXc 


lO I 


E value 


0 1 

z . ue~n 


jyiatcn iengi.n 




15 lUcIlLlLy 


77 
/ / 


in^di ucsciiption 


^hijUjdodu j putative piotem 


Seq. No. 


394399 


Contig ID 


49626JL.R1084 


o most Iijoi 


Ut OSiOCypUjDCUoal 


/"v 


OJ-LTlO 1 A 


LNODl Ul 


yji*iZ / 0 j 


BLAST score 




E value 


1 . ue 111 


Match length 




% identity 


74 


NCBI Description 


(AF055357) respiratory burst 




"Hl^ssl Tana! 


Seq. No. 


394400 


Contig ID 


49644_1.R1084 


5 '-most EST 


uC-osrocyp004b03al 


Method 


BLASTX 


NCBI GI 


g2500610 


BLAST score 


413 


E value 


3.0e-40 


Match length 


85 


% identity 


91 



[Arabidopsis thaliana] 



D [Arabidopsis 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



DNA-DIRECTED RNA POLYMERASE BETA CHAIN (TRANSCRIPTASE BETA 
CHAIN) (RNA POLYMERASE BETA SUBUNIT) 

>gi_1652443_dbj_BAA17365__ (D90905) RNA polymerase beta 
subunit [Synechocystis sp.] 

394401 

49648_1.R1084 

uC-osrocyp004b05al 

BLASTX 

gl652841 

501 

2.0e-50 

101 
97 

(D90908) sensory transduction histidine kinase 
[Synechocystis sp.] 

394402 

49653_1.R1084 
uC-osrocyp004b09bl 



50243 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl001291 

363 

0.0e+00 

479 

95 

Synechocystis sp. 
3138604-3270709 



PCC6803 complete genome, 25/27, 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394403 

49660JL.R1084 
uC-osrocyp004c05al 

394404 

49663J..R1084 

uC-osrocyp004c07bl 

BLASTX 

g5262759 

454 

3.0e-45 

115 

77 

(AL080283) putative protein [Arabidopsis thaliana] 



394405 

49665_1.R1084 

uC-osrocyp004c09al 

BLASTX 

g431176 

309 

2.0e-46 

203 

51 

(D21815) serine proteinase 



[Lilium longiflorum] 



394406 

49672JL.R1084 

uC-osrocyp004d02bl 

BLASTX 

gl001461 

321 

7.0e-34 

81 

9 

(D63999) hypothetical protein [Synechocystis sp.] 
394407 

49686_1.R1084 

uC-osrocyp004e02al 

BLASTX 

g2313556 

427 

1.0e-41 

278 

36 

(AE000560) conserved hypothetical protein [Helicobacter 
pylori 26695] 



50244 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394408 

49690JL.R1084 

uC-osrocyp004e05bl 

BLASTN 

g!651897 

166 

2.0e-88 

230 

94 

Synechocystis sp. PCC6803 complete genome, 
271600-402289 



3/27, 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



394409 

49692JL.R1084 

uC-osrocyp004e06al 

BLASTX 

glOOUSO 

859 

1.0e-92 

190 

86 

(D64001) general secretion pathway protein E [Synechocystis 
sp.] 

394410 

49694JL.R1084 

uC-osrocyp004e07bl 

BLASTX 

gl651911 

341 

2.0e-32 

69 

100 

(D90901) hypothetical protein [Synechocystis sp.] 
394411 

49699_1.R1084 

uC-osrocyp004el2al 

BLASTX 

gll8730 

812 

9.0e-87 

161 

99 

DNAK PROTEIN 2 (HEAT SHOCK PROTEIN 70) (HSP70) 

>gi_97 632_pir C39025 70K heat shock protein dnaK - 

Synechocystis sp. (PCC 6803) >gi_154468 (M57518) putative 
[Synechocystis sp.] >gi_1001435__dbj_BAA10059_ (D63999) DnaK 
protein [Synechocystis sp.] 

394412 

49702_1.R1084 

uC-osrocyp004f02al 

BLASTX 

gl652136 

471 



50245 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-47 

92 

97 

(D90903) hypothetical protein [Synechocystis sp.] 



394413 

49709_1.R1084 

uC-osrocyp004fl0bl 

BLASTN 

gl001484 

255 

1.0e-141 

255 

100 

Synechocystis sp. PCC6803 
2392729-2538999 



complete genome, 19/27, 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394414 

49711JL.R1084 

uC-osrocyp004f 12bl 

BLASTN 

gl001612 

256 

1.0e-142 

296 

97 

Synechocystis sp. PCC6803 
2644795-2755702 



complete genome, 21/27, 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394415 

49719_1.R1084 

uC-osrocyp004g09al 

BLASTN 

g!653083 

353 

0.0e+00 

594 

99 

Synechocystis sp. PCC6803 complete genome, 
1576593-1719643 



13/27, 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394416 

49721JL.R1084 

uC-osrocyp004gl0bl 

BLASTN 

gl001701 

289 

1.0e-161 

293 

100 

Synechocystis sp. PCC6803 
2868767-3002965 



complete genome, 23/27, 



Seq. No. 
Contig ID 
5* -most EST 
Method 



394417 

4 9738J..R1084 

uC-osrocyp004hllal 

BLASTX 



50246 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



g!653201 
1169 

1.0e-128 

229 

99 

(D90911) hypothetical protein [Synechocystis sp.] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



394418 

49741_1.R1084 
uC-osrocyp005a01al 

394419 

49750JL.R1084 
uC-osrocyp009b03al 

394420 

49766JL.R1084 
g3769025 

394421 

49767_1.R1084 
uC-osrocyp005b08bl 



Seq. No. 


394422 


Contig ID 


49768 1.R1084 


5 '-most EST 


uC-osrocyp005b09al 


Method 


BLASTX 


NCBI GI 


g3451075 


BLAST score 


577 


E value 


1.0e-59 


Match length 


146 


% identity 


69 


NCBI Description 


(AL031326) putative 


Seq. No. 


394423 


Contig ID 


49772 1.R1084 


5' -most EST 


g3767817 


Method 


BLASTX 


NCBI GI 


g3395432 


BLAST score 


186 


E value 


9.0e-14 


Match length 


42 


% identity 


71 


NCBI Description 


(AC004683) unknown ; 



[Arabidopsis thaliana] 



tein [Arabidopsis thaliana] 
>gi_5731261_gb_AAD48838.1_AF166352_l (AF166352) 
alanine iglyoxylate aminotransferase 2 homolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



394424 

49780_1.R1084 

g3761364 

BLASTX 

gl657855 

284 

3.0e-25 

107 

55 



50247 



NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



(U73216) cold acclimation protein WCOR413 [Triticum 
aestivum] 



394425 

49836JL.R1084 

uC-osrocyp017c02al 

BLASTX 

g836954 

155 

3.0e-10 

44 

59 

(U20948) receptor protein kinase 



[Ipomoea trifida] 



394426 

49841JL.R1084 

uC-osroM202016g02bl 

BLASTX 

gl076202 

170 

9.0e-12 

149 

29 

calcium-stimulated protein kinase - Chlamydomonas eugametos 
>gi_806542_emb_CAA89202_ (Z49233) calcium-stimulated 
protein kinase [Chlamydomonas eugametos] 

394427 

49854JL.R1084 
uC-osrocyp010fl2al 

394428 

49865_1.R1084 

g3762811 

BLASTX 

gl848283 

476 

2.0e-47 

115 

79 

(U87982) Sorghum bicolor aldehyde dehydrogenase (Dhal) 
mRNA, partial sequence 

394429 

49883_1.R1084 
uC-osrocyp006bl2al 

394430 

49895_1.R1084 
uC-osrocyp006c!0al 

394431 

49934_1.R1084 

uC-osrocyp006f 05al 

BLASTX 

g3953479 

168 



50248 



Zj vqi Lit; 






67 


t> laenuiuy 


Oft 


inuidi uescripLion 


J^O J r ZZU^ • Zft [rildDlUUpblb Hldlldlld J 


beg. i\io. 




V_/OIlT,ly XiJ 


ft:?:70C> l.I\XUOfl 




yj do / jo'i 


Met" VinH 


RT.A^TX 


NCBI GI 


gl841468 


BLAST score 


217 


E VctlUB 


A ft<a-1 7 


rid U Oil lciiLj til 




^ laeiiLiiy 


A "3 
ft j 


inudx Description 


^ I1U->jU J lyrObyi L.l\lNri byiltilcuabc [ LN1L.U LxdXld LdxJdOLllllJ 


oeq. NO. 


»3 .7 ft ft ,3 ,3 


L^Ontig 1JJ 


4:7:7.3:7 1.K1U04 




y / u x j 


Mo+" In nH 

L it? L. ll^JV^l 




NCBI GI 


g854361 


BLAST score 


507 


E value 


3 * ue 0 1 


iYiatcn lengtn 




% identity 


79 


NCBI Description 


(X58877) beta-glucanase [Oryza sativa] 


. oeg. no. 


iqaaia 

Ji?fi ft Jfl 


Contig ID 


49940 1.R1084 


5' -most EST 


g3766756 


oeg • iNO . 


j^flftOO 


L>UIll_Xy XL/ 




o — most, £ibi 


uC— osrocypOO 6g07al 


beg. INO. 




uontig id 


/I QQ*7 1 1 Dl HQ A 


O ILlOSt JliOl 


u.\*s o&rooypuu / auzui 


1 V JC CXIOU 




NCBI GI 


g3080439 


BLAST score 


269 


E value 


ft • U6 


rjatcn lengtri 


JL DU 


% identity 




NCBI Description 


(AL022605) putative protein [Arabidopsis thaliana] 


beg. jno. 


jy44^ / 


-y~. 4" *1 y-r T T" 1 ! 

LOIlulg 1JJ 


ftyyy/ i.kiuo4 




yj / D01U3 




JDXu-lO X A. 


NPRT (IT 




BLAST score 


236 


E value 


1.0e-29 


Match length 


91 


% identity 


36 


NCBI Description 


(AL022141) putative protein [Arabidopsis thaliana] 



50249 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394438 

50028JL.R1084 

uC-osrocyp007d07bl 

BLASTX 

g3157932 

409 

6.0e-48 

143 

69 

(AC002131) Similar to hypothetical protein HYP1 gb_297338 
from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 


O C\ A A o n 

394439 


contig ijj 


oUUzy l.KIUo4 


C 1 _-m/-v, o 4- POT 1 

o most Hjoi 


uc— osrocypuu /auoDi 


TWT,-. 4- — J 

Metrioa 


"DT Ti GfV 


NCBI GI 


g3128218 


BLAST score 


152 


E value 


1 . ue-U9 


Matcn lengun 


1 Q 
/ O 


% identity 


56 


NCBI Description 


(AC004077) putative endl3 


Seq. No. 


394440 


Contig ID 


50034_1.R1084 


5 ' -most EST 


uC-osrocyp007dllal 


Method 


BLASTX 


NCBI GI 


g5002232 


BLAST score 


617 


E value 


6 . Oe-64 


Match length 


180 


% identity 


00 


NCBI Description 


(AF145234) NADPH : quinone - 




thaliana] 


Seq. No. 


394441 


Contig ID 


50070_l.Rl084 


o — mosti iijb i 


gouo biou 


Method 


BLASTX 


NCBI GI 


g2827661 


BLAST score 


130 


E value 


6.0e-13 


Match length 


83 


% identity 


57 


NCBI Description 


(AL021637) hyuC-like prot< 


Seq. No. 


394442 


Contig ID 


50072 1.R1084 


5' -most EST 


g426677 


Method 


BLASTX 


NCBI GI 


g4006932 


BLAST score 


181 


E value 


8.0e-13 


Match length 


123 


% identity 


37 



NCBI Description 



(AJ011400) NADH: ubiquinone oxidoreductase bl7.2 subunit 
[Bos taurus] 



50250 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID . 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Ipomoea batatas] 



394443 

50074_1.R1084 
g3761339 

394444 

50082_1.R1084 
uC-osrocyp007g06bl 
BLASTX 
g4530585 
159 

4.0e-14 

75 
52 

(AF130978) B12D protein 
394445 

50107JL.R1084 
uC-osrocyp007hllal 

394446 

50117JL.R1084 

uC-osrocyp028a07al 

BLASTX 

g4587589 

416 

9.0e-41 

98 

76 

(AC007232) hypothetical protein [Arabidopsis thaliana] 
394447 

50129JL.R1084 

uC-osrocyp008b05al 

BLASTX 

g3242789 

400 

4.0e-48 

156 

62 

(AF055357) respiratory burst oxidase protein D [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



394448 

50137_1.R1084 

uC-osrocyp008b!2al 

BLASTX 

g2252472 

595 

1.0e-61 

159 
74 

(Z97558) argininosuccinate lyase 
394449 

50166_1.R1084 
uC-osrocyp008dllal 



[Arabidopsis thaliana] 



50251 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



394450 

50171_1.R1084 

uC-osrocyp008e03al 

BLASTX 

g4056425 

316 

7.0e-29 

70 

79 

(AC005322) ESTs gb_H36249, gb_AA59732 and gb_AA651219 come 
from this gene. [Arabidopsis thaliana] 

394451 

50173_1.R1084 
g3766970 

394452 

50183_1.R1084 
g3767849 

394453 

50227JL.R1084 

uC-osrocyp009a02bl 

BLASTX 

g5263310 

284 

3.0e-25 

82 
67 

(AC007727) EST gb_N95925 comes from this gene. [Arabidopsis 
thaliana] 

394454 

50251_1.R1084 
uC-osroM202017b04bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394455 

50272_1.R1084 
uC-osrocyp009e09bl 

394456 

50292_1.R1084 
uC-osrocyp009e08al 

394457 

50300_1.R1084 

g3763395 

BLASTX 

g 4454049 

171 

7.0e-12 

66 

50 

(AL035394) 98b like protein [Arabidopsis thaliana] 



Seq. No. 



394458 



50252 



Contig ID 
5' -most EST 



50309JL.R1084 
uC-osroM202001allal 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394459 

50315_1.R1084 
uC-osrocyp009g04al 

394460 

50320JL.R1084 
uC-osrocyp009g07al 

394461 

50321JL.R1084 

uC-osrocyp033bllal 

BLASTX 

g2541876 

112 

1.0e-08 

119 

39 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



394462 

50329_1.R1084 

uC-osrocyp009h03al 

BLASTX 

g520570 

202 

1.0e-15 

70 

59 

(U12315 ) peroxidase 



[Cenchrus ciliaris] 



394463 

50336_1.R1084 
uC-osrocyp009h07al 

394464 

50338_2.R1084 

uC-osroM202025b08bl 

BLASTX 

g3643088 

193 

2.0e-14 

52 

67 

(AF075581) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 

394465 

50338_4.R1084 
g571698 

394466 

50338_5.R1084 
uC-osroM202033e01bl 



50253 



Seq. No. 


394467 


Contig ID 


50349J..R1084 


0 IuOSL HjO I 




Seq. No. 


394468 


Contig ID 


50352_1.R1084 


C 1 —Tn -. e 4- TTQT 

0 ILIOS L HjOI 


UC- Obi OOypVJ lUaUOal 


Seq. No. 


394469 


Contig ID 


50366J..R1084 


3 IUOS L HjOI 




oeq* iNO. 


0 -7 ft ft / u 


L-oncig iu 


OU jD5 l.i\lUoft 


0 — ItlOSTI Lbl 


uo— osrocypuiuDu ?al 


Seq. No. 


Ofl/l /til 

oi?44 /I 


conuig iu 


OUfllO l.KlUOfl 


C T m ~n4- COT 1 


ul osrocypu ± ueuoai 


Method 




NCBI GI 


g5430769 


BLAST score 


505 


E value 


A P| Cl _ C 1 

4 • ue o x 


Match length 


1 / U 


% identity 


O / 


NCBI Description 


(ACuu/oU4) Similar 




Kinase [/iraDiuopsi; 


Seq. No. 


o n a /no 


V/Ontly IU 


OUftlO J...t\lUOffc 


o -most HjoI 


UU OSiOCypUlUciuaX 






NCBI GI 


g5852096 


BLAST score 


196 


E value 


7.0e-15 


Match length 


50 


% identity 


76 


NCBI Description 


(AL117264) zwhl9.1 



[Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394473 

50421_1.R1084 

g4968889 

BLASTX 

g2398829 

246 

9.0e-21 

51 
86 

(Y11220) mitochondrial .uncoupling protein 
tuberosum] 



[Solanum 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



394474 

50426JL.R1084 

uC-osrocypOlOflOal 

BLASTX 

g3901268 



50254 



BLAST score 


189 


E value 


6. Oe-14 


Match length 


125 


% identity 


36 


NCBI Description 


(AF060173) SV2 related protein [Rattus norvegicus] 


Sea No 


394475 


Contig ID 


50427_1.R1084 


5 '-most EST 


uC-osrocypOlOhOlal 


Sea No 


394476 


Contig ID 


50432 1.R1084 




nC — o <5 TT\r , \nr\ 0 1 H rr H "3 a 1 


S^a Nn 


"3Q4477 


^/U11L±^ XLJ 




B f —most EST 




Method 


BLASTX 

j-J 1 1 ilk/ X £i 


NCBI GI 


g2738752 


BLAST score 


296 


E T7*J?3 llip 






j j 


% identity 


80 


NCBI Description 


(AF016306) sulfate permease [Zea mays] 






Contig ID 


50448 1.R1084 


J ItLUo L £jOi 


go / dz oyz 




O jft ft / 


f^rsTi-!--? rr Tn 
v^oiitxg A.U 


1 Pi HP A 
3U4 / X X.KXUO** 


5' -most EST 




Method 


BLASTX 


NCBI GI 


al710076 


BLAST score 


306 


E value 


1.0e-27 


Match length 


86 


% identity 


69 








>rH 8 9 "3 4 fl T^i -r Q 9 9 A Q Q h\mr\-|-'hci-H n pal nrnto-i n — nhaco 
^yi 0^«J*±U £JXX Oi^ft_/_? Iiy LJU Lilc LXUciX LyXvjLcXil Ullcbo 




bromegrass (fragment) >gi_17 932_emb_CAA44884_ (X63202; 




[Bromus secalinus] 


ij C v-4 • W » 


394480 


Contig ID 


50494 1.R1084 


5' -most EST 


uC-osroM202033f02al 


Sea Nn 


J jt± *± O X 


Contig ID 


50514J..R1084 


5' -most EST 


uC-osrocyp011e08bl 


Seq. No. 


394482 


Contig ID 


50518_1.R1084 


5 '-most EST 


uC-osrocyp017dl2al 


Seq. No. 


394483 


Contig ID 


50521_1.R1084 



ORF 



50255 



5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
•5 '-most EST 



g4714655 
394484 

50523JL.R1084 
g3760123 

394485 

50535_1.R1084 
uC-osroM202010f07al 



Seq* No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



394486 

50538_1.R1084 
uC-osrocyp011g03bl 

394487 

50540_1.R1084 
g3766572 

394488 

50545_1.R1084 

uC-osrocypOllgllal 

BLASTX 

gl00347 

298 

1.0e-26 

92 

63 

monosaccharide transport protein MST1 - common tobacco 
>gi_19885_ernb_CAA47324_ (X66856) monosaccharid transporter 
[Nicotiana tabacum] 

394489 

50546_1.R1084 

g5003158 

394490 

50561JL.R1084 
uC-osrocypOllhllal 

394491 

50583_1.R1084 
uC-osrocyp016h03bl 

394492 

50584_1.R1084 
uC-osroM202037c07al 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



394493 

50601JL.R1084 
uC-osrocyp015b!2al 

394494 

50660JL.R1084 
g569307 

394495 

50696 1.R1084 



50256 



5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



uC-osrocyp014bl0al 
394496 

50699_1.R1084 
g3767128 

394497 

50716_1.R1084 

uC-osrocyp014cl0al 

BLASTX 

g4454039 

404 

2.0e-39 

147 

54 

(AL035394) putative Na+/H+-exchanging protein [Arabidopsis 
thaliana] 

394498 

50739JL.R1084 
uC-osrocyp017d05al 

394499 

50761_1.R1084 

g4715590 

BLASTX 

g5281040 

235 

2.0e-19 

50 
84 

(AL080318) copper amine oxidase-like protein [Arabidopsis 
thaliana] 

394500 

50768JL.R1084 

g2312669 

BLASTX 

g3036805 

293 

1.0e-29 

114 

61 

(AL022373) thaumatin-like protein [Arabidopsis thaliana] 
394501 

50781_1.R1084 
uC-osrocyp014h05al 

394502 

50803JL.R1084 
g5003161 

394503 

50828_1.R1084 
g3769079 



50257 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394504 

50839JL.R1084 

g5607372 

BLASTX 

g4982479 

253 

2.0e-21 

95 

54 

(AF069441) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 ' -most EST 



394505 

50843__1.R1084 
uC~osrocypQ15d07al 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394506 

50862_1.R1084 

uC-osrocyp015el0al 

BLASTX 

g2498731 

492 

2.0e-49 

156 

60 

PROBABLE NADP- DE PENDENT OXIDOREDUCTASE PI 

>gi_1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886428_emb_CAA89838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5" -most EST 



394507 

50876_1.R1084 
g426906 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394508 

50880_1.R1084 

uC-osrocyp015f llal 

BLASTX 

g2921823 

257 

2.0e-22 

97 

59 

(AF046934) shoot-forming 



PKSF1 [Paulownia kawakamii] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394509 

50896_1.R1084 

g3762965 

BLASTX 

g6056204 

151 

1.0e-09 

64 

47 

(AC009400) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



394510 



50258 



4) • 



Pr^n t" i rr TFl 
OUIlUiy J.U 






y r \j i. v -/ v 


Mf=>1~ hod 


BLASTX 


NCBI GI 


g6056204 


BLAST score 


309 


F. \TA 1 11 A 


4 Oe-28 


Lid LOli XCIiy 


139 


S: "l Hpnf 1 fi; 


47 




fAP0nQ4f)fM h^mnl-hpt" \ 1 nrnfpin r Ar*ahn dor^i thalianal 


CClji IN U . 
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uontig xjj 


RHQ09 1 R1 Hft4 


S i -moot F^T 


vol vuy k/ui jnu uvi 


L1C LilUUi 


BLASTX 

1 '"nil J. Z\ 


MPDT (IT 


you ujj 


RT.A^T q c nr p 
DLirio 1 oLUic 


1178 


TT v3 1 IIP 
J_i v cj. _i_ Lie 


1 0e-129 


Match length 


237 


% identity 


99 


IN O J-J X UCOUIipLlUll 


fAPOOOfil F9Ts AU065232 (E60855 1 C23624 (S1554 ) , 




AITfl7fi?41 (FfiOfi^ 1 ^ rorrpsDond to a reaion of the Dredict 




gene.; similar to putative adenylate kinase. (AC0058 96 




[Oryza sativa] 






f'^r'i +- -i rr T T\ 

LOnuig Lu 


SHQI 9 1 PI OR 4 


3 — ItlOSu HiOi 


go / 


C2r\rr T\.l/-\ 

o6q. NO. 


^ OA Cil "3 


L^Oni-ly 1U 


RnQ9 c l 1 Rl Hft4 


c; i -niriQ-t- F9T 




LYiei- no a 




NCBI GI 


g3894191 


BLAST score 


179 


TT* ual no 




L v ia LCn ±engi,n 


i D 


% identity 


49 


NCBI Description 


(AC005662) unknown protein [Arabidopsis thaliana] 




394514 


Contig ID 


50935 1.R1084 


5 '-most EST 


g4716664 




^Q4 SI R 


Contig ID 


50936 1.R1084 


5 '-most EST 


g3768673 


oeq. iNO ♦ 




Contig ID 


50960 1.R1084 


5 '-most EST 


g3762991 


Sea. No. 


394517 


Contig ID 


50978 1.R1084 


5 '-most EST 


uC-osroM202028h02al 


Seq. No. 


394518 


Contig ID 


50985_1.R1084 



50259 



C I _rn/-v c -h T?CHP 
0 "IUOSU JljOl 


y J / Di jUI 


Method. 


T3T SCTY 




g^oizooD 


BLAST score 


1 AC 


E value 


2.0e-30 


Match length 


153 


^ iaentm.y 




jnudi uescr ipizion 


\nv^UUO"Jl / Ily tjvj Lilt. tlUdx £J i. L. <ci J_ 1 1 [_ -rt-L dJJ_i_vJ.L/£J o _i_ o L.iiaj.J.aiia j 




^x^tt rrH A&n°°Qfi7 1 '£0007087 6 fAf , 0070fi7} 




nypotmeizicai prouem [HraDiaopsis unanariaj 


beq. No. 


QQyl CI Q 


Contig id 


O U yo / 1 . KlUo 4 


0 mOSt JCjOX 


UO OSrOCypUZ OaUjal 




■DJ-iraO ± IN 


NCBI GI 


g5042437 


BLAST score 


103 


E value 


i . ue du 


Match length 




% identity 


A A 

4 4 


NCBI Description 


Oryza sativa eJAL i4yBzU genomic sequence/ coinpieT:e sequence 


Seq. No. 


o n >i con 


Contig ID 


5098o 1.R1U84 


C 1 "COT 1 

o -most, box 


uL - osrocypu i oiu /ai 


Method 


BLASTX 


NCBI GI 


g2462839 


BLAST score 


173 


E value 


i . ue-iz 


Match length 


4 o 


% identity 


73 


NCBI Description 


(AF000657) unknown protein [Arabidopsis thaliana] 


Seq. No. 


OQyl COT 


Contig ID 


50990 1.R1084 


5 '-most EST 


g2309903 


beq. no. 


OQ/I COO 


Contig ID 


51005_1.R1084 


5' -most EST 


uC-osrocyp016g09al 


beq. No. 


Q Q /I COO 


Contig ID 


51009 l.R10o4 


5 1 -most EST 


uC-osrocypulogllal 


Seq. No. 


o94524 


Contig ID 


oIUlo l.Rluo4 


0 —mOSt £ib 1 


~0 TQQOIO 

gz / yoZoZ 


Method 


DT 7\ C TV 


lNl^Dl vjJ. 


rr41 0797 ^ 


BLAST score 


316 


E value 


6.0e-29 


Match length 


65 


% identity 


95 


NCBI Description 


(X98506) acetyl-CoA synthetase [Solanum tuberosum] 



Seq. No. 



394525 



50260 



€1 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



51025_1.R1084 

g2428465 

BLASTX 

g6041851 

226 

3.0e-18 

75 

63 

(AC009853) unknown protein [Arabidopsis thaliana] 
394526 

51030_1.R1084 
uC-osrocyp028h09bl 

394527 

51042_1.R1084 

g3759095 

BLASTN 

g5441876 

354 

0.0e+00 

607 

97 

Oryza sativa genomic DNA, chromosome 2, clone: P0437H03 
(contig b) 

394528 

51043_1.R1084 

uC-osrocyp017b02bl 

BLASTN 

g5441876 

487 

0.0e+00 

571 

98 

Oryza sativa genomic DNA, chromosome 2, clone : P0437H03 
(contig b) 

394529 

51053JL.R1084 

uC-osrocyp017b09bl 

BLASTX 

g3193302 

134 

8.0e-13 

96 

49 

(AF069298) contains similarity to a protein kinase domain 
(Pfam: pkinase.hmm, score: 166.20) and to legume lectins 
beta domain (Pfam: lectin_legB,hmm, score: 139.32) 
[Arabidopsis thaliana] 

394530 

51063_1.R1084 
g3766868 
BLASTX 
g4741198 



50261 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5"' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



264 

2.0e-25 

105 

69 

(AL049746) 



putative protein [Arabidopsis thaliana] 



394531 

51076_1.R1084 

uC-osroM202041d02bl 

BLASTX 

g4836950 

500 

3.0e-50 

227 

47 

(AC006085) Hypothetical protein [Arabidopsis thaliana] 
394532 

51079JL.R1084 
g3763588 

394533 

51083J..R1084 
uC-osrocyp017d09al 

394534 

51086JL.R1084 
g3761237 

394535 

51099JL.R1084 
uC-osrocyp017el0al 

394536 

51104_1.R1084 
g3760561 

394537 

51113_1.R1084 

uC-osrocyp017fl0al 

BLASTX 

g4220481 

356 

2.0e-33 

158 

46 

(AC006069) unknown protein [Arabidopsis thaliana] 
394538 

51118_1.R1084 
uC-osrocyp017g01al 

394539 

51141_1.R1084 
uC-osrocyp017h04al 



Seq. No. 



394540 



50262 



€1 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



51149JL.R1084 
uC-osrocyp017h09bl 

394541 

51156JL.R1084 

uC-osrocyp032h05bl 

BLASTX 

g2651313 

214 

6.0e-17 

96 

51 

(AC002336) hypothetical protein [Arabidopsis thaliana] 
394542 

51163_1.R1084 

g4714139 

BLASTX 

g3548801 

173 

4.0e-12 

85 

38 

(AC005313 
thaliana] 



putative transmembrane protein [Arabidopsis 
>gi_4335768_gb_AAD17445_ (AC006284) putative 



integral membrane protein [Arabidopsis thaliana] 
394543 

51205_1.R1084 

g2798351 

BLASTX 

g3212871 

774 

2.0e-82 

175 

81 

(AC004005) putative translation initiation factor 
[Arabidopsis thaliana] 

394544 

51213_1.R1084 
uC-osrocyp024h08bl 

394545 

51218_1.R1084 

g3762469 

BLASTX 

gl853975 

204 

5.0e-22 

134 

49 

(D14482) putative peroxidase [Oryza sativa] 
394546 

51243_1.R1084 
g4714660 



50263 



€1 



Oarr Kin 


J Z} *± *± / 


OOIlL.J_y XU 


MOIC 1 D1 f)fi4 






Cprr Mrs 


3Q4 S48 






5 1 -most EST 


a4 88057 6 
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BLASTX 


NCBI GI 


g6041858 
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Ma +* r^Vi 1 o"nrr"h 
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Caff \T/-\ 




Pont i rr TD 


51283 3 R1084 




nP— rsQT™rir , \7T^n ^7rffl Qa 1 


Method 


BLASTX 


NCBI GI 


g6041858 






E value 




Match length 


120 


% identity 
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LNurJX uescxipLion 


\ H.U uui?oO o ; unKnown 


Qart Mrs 


^Q4 RRH 


L,onrig id 


£ i o q ^ i di no/ 
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O ItlOSr. £jO 1 


gZo / UZ4 


beq. jno. 


jl cci 




D-LZOO ±.KXUo4l 




1 1 f" 1 — r^i c: y~c^ c^rri 0 9 R rr 1 Hal 
u.o uoLu^ypu^j^iL/ai 


Method 


BLASTN 


NCBI GI 


g5670155 


BLAST score 


134 


£i ValUc 


fi , ue oy 




94 R 

.t. t: *J 


% identity 


45 


NCBI Description 


Oryza sativa subsp 






Sea Mo 


394552 


Contig ID 


51299_1.R1084 


5' -most EST 


uC-osrocyp026a01al 


Seq. No. 


394553 


Contig ID 


51308 1.R1084 


5' -most EST 


g5667368 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



japonica BAG clone 34K24, complete 



Seq. No. 
Contig ID 
5' -most EST 



394554 

51311JL.R1084 
uC-osroM202019a03al 



Seq. No. 

Contig ID 



394555 

51324 1.R1084 



50264 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



uC-osrocyp026c08al 

BLASTX 

g535454 

246 

6.0e-21 

56 
73 

(U13940) cysteine proteinase [Alnus glutinosa] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394556 

51338_1.R1084 

uC-osrocyp026dllal 

BLASTX 

g5231210 

597 

8.0e-62 

110 

97 

(AF159061) serine/threonine protein phosphatase PP2A-3 
catalytic subunit [Oryza sativa subsp. indica] 



Seq. No. 
Contig ID 
5 '-most EST 



394557 

51372_1.R1084 
g3769098 



"Seq. No. 
Contig ID 
5 '-most EST 



394558 

51374J..R1084 
g5039147 



f*5 



Seq. No. 
Contig ID 
5 '-most EST 



394559 

51376JL.R1084 
uC-osroM202030g03al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394560 

51386J..R1084 

uC-osrocyp027a08al 

BLASTX - - 

g5263337 

254 

9.0e-22 

68 

69 

(AC007727) Strong similarity to gb_X96932 ascorbate 
oxidase-related protein PS 60 from Nicotiana tabacum and is 
a member of the PF_00394 Multicopper oxidase family. This 
gene is cut off. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



394561 

51389_1.R1084 
uC-osroM202006e05bl 



Seq. No. 
Contig ID 
5 '-most EST 



394562 

51390_1.R1084 

g3759848 



Seq. No. 
Contig ID 



394563 

51400 1.R1084 



50265 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0 



uC-osrocyp027b08al 

BLASTX 

g4519936 

165 

3.0e-ll 

111 

37 

(AB019186) RPR1 [Oryza sativa] 



Seq. No. 
Contig ID 
5 T -most EST 



394564 

51416JL.R1084 
uC-osrocyp027c!0al 



Seq. No. 
Contig ID 
5' -most EST 



394565 

51418JL.R1084 
g2317566 



Seq. No. 
Contig ID 
5 '-most EST 



394566 

51422JL.R1084 
uC-osrocyp027d04al 



Seq. No. 

Contig ID 
5 '-most EST 



394567 

51428JL.R1084 
uC-osrocyp027d09bl 



Seq. No. 

Contig ID 
5' -most EST 



394568 

51454JL.R1084 
uC-osrocyp027f09al 



Seq. No. 
Contig ID 
5' -most EST 



394569 

51470JL.R1084 
g2800550 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394570 

51490_1.R1084 

g4715515 

BLASTX 

g5679843 

513 

6.0e-52 

101 

100 

(AJ243961) Putitive Ser/Thr protein kinase [Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



394571 

51503_1.R1084 
uC-osroM202021f01bl 



Seq. No. 
Contig ID 
5' -most EST 



394572 

51546_1.R1084 
g4880910 



Seq. No. 
Contig ID 
5 '-most EST 



394573 

51551_1.R1084 
g5002745 



Seq. No. 



394574 



50266 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51564JL.R1084 

uC-osrocyp028f04al 

BLASTX 

g3142298 

229 

8.0e-19 

143 

40 

(AC002411) Strong similarity to protein SBT1 gb_X98929 from 
Lycopersicum esculentum. [Arabidopsis thaliana] 

394575 

51566_1.R1084 

g5055944 

BLASTN 

g5295936 

373 

0.0e+00 

627 

94 

Oryza sativa genomic DNA, 
complete sequence 



chromosome 6, clone : P0681F10, 



Seq. No. 
Contig ID 
5 '-most EST 



394576 

51587_1.R1084 
g3767733 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394577 

51588_1.R1084 
uC-osrocyp028h01al 

394578 

51631_1.R1084 

g3106637 

BLASTX 

g5453379 

311 

2.0e-28 

91 

64 

(AF155124) bacterial-induced peroxidase precursor 
[Gossypium hirsutum] 

394579 

51647JL.R1084 
uC-osrocyp029e01al 

394580 

51653_1.R1084 

g2311605 

BLASTX 

g3924599 

204 

2.0e-17 

125 

40 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 



50267 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394581 

51654JL.R1084 

uOosrocyp029elOal 

BLASTX 

g2290772 

186 

1.0e-13 

87 
43 

(AF002164) AP-3 delta-adaptin subunit [Drosophila 
melanogaster] 



Seq. No. 
Contig ID 
5 '-most EST 



394582 

51659JL.R1084 
uC-osrocyp029f02al 



Seq. No. 
Contig ID 
5' -most EST 



394583 

51664J..R1084 
g2311713 



Seq. No. 
Contig ID 
5' -most EST 



394584 

51728JL.R1084 
uC-osrocyp031a08al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394585 

51750_1.R1084 

uC-osrocyp031c05bl 

BLASTX 

g5803272 

343 

1.0e-37 

134 
67 

(AP000399) ESTs AU055950 (S20175 ) , C73125 (E2952 ) , 
AU055951 (S20175) correspond to a region of the predicted 
gene; similar to acyl-ACP thioesterase (U92878) [Oryza 
sativa] 



Seq. No. 
Contig ID 
5' -most EST 



394586 

51779_1.R1084 
g5038775 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394587 

51794_1.R1084 

g5607364 

BLASTX 

g4926868 

220 

1.0e-17 

50 
88 

(AC007509) putative phosphoserine aminotransferase 
precursor [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



394588 

51858 1.R1084 



50268 



5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



uC-osrocyp033a02al 
394589 

51859JL.R1084 
uC-osroM202028a02bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
'5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



394590 

51860_1.R1084 
uC-osrocyp033a03al 

394591 

51865_1.R1084 
uC-osrocyp033a07al 

394592 

51877JL.R1084 
uC-osrocyp033bl0al 

394593 

51881_1.R1084 

uC-osrocyp033c01al 

BLASTX 

g3249098 

151 

1.0e-09 

38 
79 

(AC003114) ESTs gb_T04610, gb_N38459, gb_T45174, gb_R30481 
and gb_N64971 come from this gene. [Arabidopsis thaliana] 

394594 

51889_1.R1084 
g3767292 

394595 

51891_1.R1084 

g2799188 

BLASTN 

g310732 

41 

2.0e-13 

41 

100 

BlueScribe SK Minus cloning vector 
394596 

51931_1.R1084 
g4714501 

394597 

51932_1.R1084 

g428145 

BLASTX 

gl781328 

192 

1.0e-14 
77 



50269 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49 

(Y10465) peroxidase [Spinacia oleracea] 
394598 

51993_1.R1084 

g5056071 

BLASTX 

g3157951 

399 

1.0e-38 

99 
85 

(AC002131) Contains similarity to vesicle trafficking 
protein gb_U91538 from Mus musculus. ESTs gb_F15494 and 
gb_F14097 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


394599 


Contig ID 


51997_1.R1084 


5" -most EST 


uC-osrocypO J4euzal 


Method 


fit t\ nnixT 

BLASTN 


NCBI GI 


g6063530 


BLAST score 


408 


E value 


0. 0e+00 


Match length 


408 


% identity 


100 


NCBI Description 


Oryza sativa genomic DNA, chromosome 3, clone :P0043E01 


Seq. No. 


394600 


Contig ID 


51999 1.R1084 


5 '-most EST 


g5667353 


Seq. No. 


394601 


Contig ID 


52036 1.R1084 


5' -most EST 


g4715946 






Contig ID 


52040 1.R1084 


5' -most EST 


uC-osroM202003a09a2 


Seq. No. 


394603 


Contig ID 


52042JL.R1084 


5 '-most EST 


uC-osrocyp037h08al 


Seq. No. 


394604 


Contig ID 


52062_1.R1084 


5' -most EST 


uC-osrocyp036b04bl 


Seq. No. 


394605 


Contig ID 


52065 1.R1084 


5 '-most EST 


g4715061 


Seq. No. 


394606 


Contig ID 


52066_1.R1084 


5 '-most EST 


uC-osrocyp036b07al 


Seq. No. 


394607 


Contig ID 


52090_1.R1084 



50270 



5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



g3763581 
BLASTX 
g5031981 
585 

3.0e-60 

177 

66 

2 6S proteasome-associated padl 
26S proteasome-associated padl 



homolog >gi__1923256 (U86782) 
homolog [Homo sapiens] 



394608 

52102JL.R1084 

g700033 

BLASTX 

g5453379 

233 

2.0e-19 

75 

57 

(AF155124) bacterial-induced peroxidase precursor 
[Gossypium hirsutum] 

394609 

52103JL.R1084 

g4715270 

BLASTX 

g4337195 

190 

5.0e-14 

76 

51 

(AC006403) putative protein kinase [Arabidopsis thaliana] 
394610 

52104_1.R1084 
uC-osroM202021c08bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



394611 

52117_1.R1084 
uC-osrocyp036e!2bl 

394612 

52121JL.R1084 
uC-osrocyp036e03al 

394613 

52121_2.R1084 
g2442593 

394614 

52129JL.R1084 

g3760352 

BLASTX 

g2760323 

222 

1.0e-18 
215 



50271 



€1 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16 

(AC002130) 



F1N21.8 [Arabidopsis thaliana] 



394615 

52163J..R1084 

uC-osrocyp036g04al 

BLASTN 

g5852170 

58 

1.0e-23 

137 

37 

Oryza sativa indica(GLA4) genomic DNA, chromosome 4, BAC 
clone: tl7804 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



394616 

52168_1.R1084 

uC-osrocyp036g07al 

BLASTX 

g2245394 

180 

8.0e-13 

54 

65 

(U89771) ARFl-binding protein [Arabidopsis thaliana] 
394617 

52184_1.R1084 
uC-osrocyp036h07al 

394618 

52196_1.R1084 
g6025041 

394619 

52198_1.R1084 
uC-osrocyp037a03al 

394620 

52217JL.R1084 

uC-osroM202027hllal 

BLASTX 

g3688528 

193 

1.0e-14 

49 

67 

(AJ004958) pre-pro-TPE4A protein [Pisum sativum] 
394621 

52263JL.R1084 
g4716818 

394622 

52267JL.R1084 

uC-osrocyp037dllal 

BLASTX 



50272 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 , -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



g2983997 
273 

9.0e-24 

92 

57 

(AE000749) hypothetical protein [Aquifex aeolicus] 
394623 

52269_1.R1084 

uC-osrocyp037dl2bl 

BLASTX 

g5430771 

160 

1.0e-10 

65 
45 

(AC007504) Unknown Protein [Arabidopsis thaliana] 
394624 

52271_1.R1084 

g5455489 

BLASTN 

g5042437 

42 

5.0e-14 

182 

63 

Oryza sativa BAC T49B20 genomic sequence, complete sequence 
394625 

52287_1.R1084 

g5005375 

BLASTX 

g2909583 

353 

3.0e-33 

129 

53 

(AL021926) oxcA [Mycobacterium tuberculosis] 
394626 

52301J..R1084 

uC-osroM202013gl0bl 

BLASTX 

g4220518 

360 

9*0e~34 

173 

43 

(AL035356) hypothetical protein [Arabidopsis thaliana] 
394627 

52326_1.R1084 

g4968841 

BLASTX 

g3334756 

460 



50273 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-46 

105 

82 

(Y16672) putative arginine/serine-rich splicing factor 
[Medicago sativa] 

394628 

52340JL.R1084 
uC-osrocyp037h09bl 

394629 

52345JL.R1084 
uC-osrocyp037hl2al 

394630 

52346JL.R1084 
g2311028 
BLASTX 
gl871526 

393 :V 

7.0e-38 

177 

49 

(X81997) leucine-rich-repeat protein [Helianthus annuus] 



Seq. No. 
Contig ID 
5 '-most EST 



394631 

52366JL.R1084 
uC-osroM202001c09bl 



Seq. No. 
Contig ID 
5 '-most EST 



394632 

52368JL.R1084 
uC-osroM202001cl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394633 

52376JL.R1084 

g2427439 

BLASTX 

g!731146 

237 

1.0e-19 

86 

51 

HYPOTHETICAL 42.1 KD PROTEIN ZK1307.9 IN CHROMOSOME III 
>gi_3881615_emb_CAA87435.1_ (Z47358) similar to YJU2 
protein; cDNA EST yk645d5.3 comes from this gene 
[Caenorhabditis elegans] 

394634 

52378JL.R1084 

uC-osroM202001e03bl 

BLASTX 

g4063746 

511 

4.0e-53 

148 

72 

(AC005851) nodulin-like protein [Arabidopsis thaliana] 



50274 



^^^^^ 



Seq. No, 
Contig ID 
5 1 -most EST 



394635 

52384__1.R1084 
uC-osroM202001f!0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



394636 

52388_1.R1084 

uC-osroM202001fllbl 

BLASTX 

g3413511 

215 

4.0e-17 

64 

58 

(AJ000265) glucose-6-phosphate isomerase [Spinacia 
oleracea] 

394637 

52413_1.R1084 

g2312093 

BLASTX 

g4775270 

379 

6.0e-49 

114 

86 

(AJ131214) SF2/ASF-like splicing modulator Srp30 
[Arabidopsis thaliana] 

394638 

52419_1.R1084 

uC-osroM202004c07bl 

BLASTX 

g 4490704 

571 

8.0e-59 

140 

76 

(AL035680) putative protein [Arabidopsis thaliana] 
394639 

52442JL.R1084 
uC-osroM202004fl0a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



394640 

52477JL.R1084 

g431840 

BLASTX 

g4097948 

366 

8.0e-35 

127 

59 

(U72255) beta-1, 3-glucanase precursor [Oryza sativa] 
394641 

52485 1.R1084 



50275 



5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osroM202005g09bl 
394642 

52487_1.R1084 

uC-osroM202005gllbl 

BLASTX 

g3738324 

206 

4.0e-16 

68 

54 

(AC005170) GMP synthase-like protein [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5' -most EST 



394643 

52491_1.R1084 

uC-osroM202006a07bl 

BLASTX 

g2244899 

146 

3.0e-19 

80 
75 

(Z97338) UFD1 like protein [Arabidopsis thaliana] 
394644 

52495_1.R1084 
g2428259 



Seq. No. 
Contig ID 
5' -most EST 



394645 

52498_1.R1084 
uC-osroM202005g03bl 



Seq. No. 
Contig ID 
5 '-most EST 



394646 

52504_1.R1084 
g3761443 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394647 

52517JL.R1084 

uC-osroM202006fllbl 

BLASTX 

g6056193 

404 

3.0e-46 

110 

82 

(AC009400) transcription initiation factor IIB (TFIIB) 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



394648 

52519J..R1084 
uC-osroM202006g06bl 

394649 

52527_1.R1084 
g427747 
BLASTX 
g4417286 



50276 



BLAST score 


300 


Hi v ax uc 


4 . Oe-30 


Ms Irh 1 on rri - 
Lid l. ^11 iciiy L-ii 


117 




69 


Nurii Description 


^iaUUU / U L y ) puLdLlVc olilKHUcit.c KUldo^r ["-^ aJJlU.upai.a uila.X_La.ila. 


Q q /— r Vf^-N 

oeq. jno ♦ 




uonuig id 


coco/ -i Dl f|fi4 




Ll>ur \J O X Ul 1^- / Q11JJ1 




OXiriO 1 A. 


NCBI GI 


g4160280 


BLAST score 


234 


i-j V Cl J- LiC 


7 . Oe-23 






% identity 


53 


NCBI Description 


(AJ006224) purple acid phosphatase [Ipomoea batatas] 


Q /~v /^r Mr> 

0©<ij * LNO . 


O _7f± Dj X 


COni-ly ID 






1 1 H — r\ e 7nM9 0 9 fl 07 a Pi "h 1 

ul osror.zu_.uu /euoux 












n P— n q r*nM9 0 9 fl 0 7 h 0 fib 1 




OXtriO 1A 






BLAST score 


264 


E value 


6. Oe-23 


iyiai.cn lengtn 


IOC 

1-.J 


■6 laentity 


49 


NCBI Description 


LI 1 UUnKUiVi__i irfitOU /IJJi? ^_rf_3U Lr j/ -^y 1 jjJriODi cilUJ Lrtfi/iJli 




^iiu*__7Uj puL.ai_.xve cyLOcnroitic tr^ou [uiyLiiic iua.-?tj 






LOnlly xJJ 


coc'7 4 t pi AQyl 




rr7n9^T9 


UC U11UU 




NCBI GI 


g5051780 


BLAST score 


360 


Hi ValUC 




na LUil icily m 


1 9*^ 
x__ _? 


% identity 


54 


NCBI Description 


(2\L078637) putative protein [Arabidopsis thaliana] 




-3_7*t O J 


Lontig JLJJ 


OZDoJL 1.K1U04 


o —most jLoi 


uL~osroJxiz uzuuociuDi 


beg. no. 




uontiig lu 


co cqi i ni noyt 


R I _ TT1 „ c: 4- rqm 
J IILQJO L. CjOI 




Mpt" h nH 


BLASTX 


NCBI GI 


g5453379 


BLAST score 


530 


E value 


7.0e-54 


Match length 


168 


% identity 


61 



50277 



NCBI Description 



(AF155124) bacterial-induced peroxidase precursor 
[Gossypium hirsutum] 







Contig ID 


52597 1.R1084 


5 '-most EST 


uC-osroM202008d02bl 


Method 


DT 7V C TV 






biiAoi score 


i / y 


E value 






77 


•s identity 


A "2 


NCBI Description 


(ArsuUo^Soi; kjna Dinamg 


oeq. wo. 


OD / 


Pont "i rr TD 


1 R1084 


5' -most EST 


uC-osroM202035b01al 


Method 


BLASTX 


NCBI GI 


g3355533 


BLAST score 


187 


E value 


9.0e-14 


Match length 


125 


% identity 


33 


NCBI Description 


(AL021331) dJ366N23.1 i 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



(putative C. elegans UNC-93 (protein 
1, C46F11.1) LIKE protein) [Homo sapiens] 

394658 

52613JL.R1084 

g2310008 

BLASTX 

gl854443 

335 

3.0e-32 

102 

71 

(D83970) CPRD8 protein [Vigna unguiculata] 
394659 

52637_1.R1084 
g3768304 

394660 

52645_1.R1084 

uC-osroM202024a07bl 

BLASTX 

g4240305 

364 

2.0e-34 

205 

40 

(AB020715) KIAA0908 protein [Homo sapiens] 
394661 

52649JL.R1084 
g3760301 



Seq. No. 



394662 



50278 



Contig ID 
5' -most EST 



# 



52655J..R1084 
uC-osroM202010f03bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394663 

52668_1.R1084 
g2280668 

394664 

52677_1.R1084 
g701133 

394665 

52689JUR1084 
g3763055 

394666 

52693J..R1084 
g2309736 

394667 

52711_1.R1084 

uC-osroM202011h06bl 

BLASTX 

g349379 

155 

5.0e-10 

142 

37 

(L22847) HAHB-1 [Helianthus annuus] 
394668 

52732_1.R1084 
g2312405 

394669 

52740_2.R1084 

g700993 

BLASTX 

gl931641 

211 

5.0e-30 

127 

57 

(U95973) unknown protein [Arabidopsis thaliana] 
394670 

52741JL.R1084 

uC-osroM202013c06bl 

BLASTX 

g3687235 

510 

1.0e-51 

128 

81 

(AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 



50279 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394671 

52748JL.R1084 
uC-osroM202013d05bl 

394672 

52761JL.R1084 

uC-osroM202030e09al 

BLASTX 

g4586107 

572 

9.0e-59 
240 
15 

(AL049638) 
thaliana] 



putative disease resistance protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394673 

52762JL.R1084 
uC-osroM202013f03bl 

394674 

52768_1.R1084 

uC-osroM202013g02bl 

BLASTX 

g5545339 

464 

2.0e-46 

131 

66 

(AB030083) lectin-like protein kinase [Populus nigra] 
394675 

52779JL.R1084 

uC-osroM202013hl0bl 

BLASTX 

g3360289 

478 

4.0e-49 

204 

54 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

394676 

52805JL.R1084 

uC-osroM202014d04bl 

BLASTX 

g6016737 

148 

4.0e-09 

171 

35 

(AC009325) hypothetical protein [Arabidopsis thaliana] 
>gi_6091741_gb_AAF03453.1_AC010797_29 (AC010797) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



394677 



50280 



contig iu 


OZOjO l.KlUOy 


0 IUOS L CjO 1 


y ^- o ujj .? 


Method 


JDJ_Ltt.O I A 


MOOT PT 

Nubl bl 


go jjo dj6 


BLAST score 


264 


E value 


2.0e-27 


Match length 


OO 


% identity 


no 
l z 


NCBI Description 


(AJ006957) stearoyl-acyl carrier prots 




usitatissimum] 


oeq. MO* 


O ^f± O / 0 


Contig ID 


52840 1.R1084 


5' -most EST 


uC-osroM202016a03bl 


beg. jno . 




Contig ID 


52846 1.R1084 


5' -most EST 


g2312310 


Seq. No. 


oQ/i con 


Contig ID 


jioOi l.K±Uo4 


o -most EST 


g4ZDooy 


Seq. No. 


oy 4 ooi 


Contig ID 


5zob4 1.R1Uo4 


5 -most EST 


uo— osroMZuz Ul OCU ZD 1 


Method 


BLASTX 


NCBI GI 


g4235430 


BLAST score 


412 


E value 


6 . ue— 4U 


Match length 




% identity 


58 


NCBI Description 


(AF098458) latex-abundant protein [He 1 


beq. jno. 


OQ^ COO 

0:74 OoZ 


Contig ID 


OZODJ 1.K1Uo4 


c i ~. _ _. 4_ "corn 

5 -most EST 


UU-OSroMZUZUoUDU4Dl 


Seq. No. 




Contig ID 


COO iC7 1 nl n O >1 

OZod/ 1.RIUo4 


o -most Lbl 


uu — osroixiz uzu i dqiudi 


Method 


oLi/ib 1A 




y juz. jo j. / 


BLAST score 


624 


E value 


7.0e-65 


Match length 


170 


% identity 


72 


NCBI Description 


GLUCOSE-6-PHOSPHATE 1- DEHYDROGENASE, ■ 



[Linum 



PRECURSOR (G6PD) >gi_1480344_emb_CAA67782_ (X99405) 
glucose-6-phosphate dehydrogenase [Nicotiana tabacum] 

Seq. No. 394684 

Contig ID 52869_1 . R1084 

5' -most EST uC-osroM202016d!2bl 

Method BLASTX 

NCBI GI g5734619 

BLAST score 718 



50281 



E value 
Match length 
% identity 
NCBI Description 



4> 



7.0e-76 

175 

73 

(AP000391) Similar to Arabidopsis thaliana BAC F15P23 
(AF128392) [Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 



394685 

52870_1.R1084 
uC-osroM202016e02bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



394686 

52891JL.R1084 
uC-osroM202016h04bl 

394687 

52898_1.R1084 

g4715431 

BLASTX 

g4678310 

198 

2.0e-31 

153 

43 

(AL049655) putative protein [Arabidopsis thaliana] 

'394688 
52906JL.R1084 
g428440 
BLASTX 
g2827708 
573 

4.0e~59 
118 
85 



NCBI Description (AL021684) myb - related protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



394689 

52908JL.R1084 
uC-osroM202017c04bl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



394690 

52910_1.R1084 

g3769060 

BLASTX 

g5091622 

221 

3.0e-26 

163 

39 

(AC007454) F23M19. 



10 [Arabidopsis thaliana] 



394691 

52913_1.R1084 

uC-osroM202017c09bl 

BLASTX 

g4097690 

595 



50282 



E value 
Match length 
% identity 
NCBI Description 



1.0e-61 

136 

82 

(U66592) prohibitin 2 [Arabidopsis thaliana] >gi_4099801 
(U89791) prohibitin-like protein [Arabidopsis thaliana] 
>gi 4204301 (AC003027) prohibitin 2 [Arabidopsis thaliana] 







Pnn'f- i rr T Pi 


52914 1 R1084 




n P- n<? r*nM2 0 2 0 1 7 r 1 Obi 


liC L11UU 


BLASTX 


MpDT (IT 








TT Tra 1 no 
Hi v a J. U.C 


5 . Oe-10 




116 


% identity 


30 


NCBI Description 


(U76554) zinc-finger protein-1 | 




O Jrt D -7 O 


Contig ID 


52923 1.R1084 


5' -most EST 


g2427771 


Method 


Dli/iO X A 






BLAST score 


loo 


E value 


4 . ue— iu 


Match length 


A Qk 


% identity 


0 f 


jnldI Description 


I 7\ rp'i Q fi Q9H \ t <-^t "1 T-n a-n n a £a f T-Trvmo 

J CyCllIl dnia ua |_rHJillU 


oeg. jno . 


O y*± 0.7 ft 


Pnnt in TV) 


52927 1 R1084 


5' -most EST 


uC-osroM202017e02bl 


Seq. No. 


394695 


Contig ID 


52928 1.R1084 


■5' -most EST 


uC-osroM202017e03bl 


Method 


BLASTX 


NCBI GI 


g4512685 


BLAST score 


122 


E value 


1.0e-08 


Match length 


46 


% identity 


53 


NCBI Description 


(AC006931) hypothetical protein 



sapiens] 



>gi_4559325__gb_AAD22987 . 1_AC007087__6 (AC007087 ) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



394696 

52931_1.R1084 
g571894 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



394697 

52932JUR1084 

uC-osroM202020e02bl 

BLASTX 

g2392895 

694 

4.0e-73 



50283 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No; 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5" -most EST 
Method 



223 
11 

(AF017056) brassinosteroid insensitive 1 [Arabidopsis 
thaliana] >gi_5042156_emb_CAB4 4 675 . 1_ (AL078620) 
brassinosteroid insensitive 1 gene (BRI1) [Arabidopsis 
thaliana] 

394698 

52939JL.R1084 
uC-osroM202017f08bl 

394699 

52940_1.R1084 

uC-osroM202033al0bl 

BLASTX 

g3176690 

208 

7.0e-23 

162 

48 

(AC003671) Similar to ubiquitin ligase gb_D63905 from S. 
cerevisiae. EST gb_R65295 comes from this gene. 
[Arabidopsis thaliana] 

394700 

52955JL.R1084 

uC-osroM202032a09bl 

BLASTX 

g3608364 

222 

7.0e-26 

101 

59 

(AF019749) high-affinity nitrate transporter ACH2 
[Arabidopsis thaliana] 

394701 

52983_1.R1084 

uC-osroM202018f06bl 

BLASTX 

g6063549 

322 

1.0e-29 

149 

48 

(AP000615) EST AU070346 (S12172 ) corresponds to a region 
the predicted gene.; similar to AMP-binding protein. 
(X94625) [Oryza sativa] 

394702 

52992_1.R1084 

g5607569 

394703 

52996_1.R1084 

g3107289 

BLASTX 



50284 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



€1 



g5725442 
627 

3.0e-65 

244 

54 

(ALIO 9787) putative protein [Arabidopsis thaliana] 
394704 

53003JL.R1D84 
g4714234 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394705 

53008_1.R1084 

uC-osroM202019b06bl 

BLASTX 

g3790581 

220 

2.0e-17 

52 

65 

(AF07917 9) RING-H2 finger protein RHBla [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394706 

53025J..R1084 

uC-osroM202019e04al 

BLASTX^ 

g2688822 

394 

5.0e-38 

104 

72 

(U93272) pyrophosphate-dependent phosphof ructo-l-kinase 
[Prunus armeniaca] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



394707 

53027 JL.R1084 

uC-osroM202019e06bl 

BLASTX 

g4914402 

509 

2.0e-51 

173 

58 

(AL050352) hypothetical protein [Arabidopsis thaliana] 
394708 

53035_1.R1084 
g2428255 

394709 

53041JL.R1084 

uC-osroM2 0 2 0 1 9g0 9b 1 

BLASTX 

g4938491 

159 

1.0e-10 



50285 



€1 





1 ^7 


^> lueiiX-Luy 




wldi uescr iption 




beg. no. 




uontig iu 




O IUOST, EjD 1 








NCBI GI 


g5541709 


BLAST score 


794 


E value 




lYiaucn icily t.n 


^ o .? 


% identity 


62 


NCBI Description 


(AL096860) putative protein [Arabidopsis thaliana] 


oeq. NO. 


^Qd 71 1 


Contig ID 


53070 1.R1084 


5' -most EST 


g570158 


beg. no. 


OiJfi / 1Z 


uontig iu 


^079 1 Rl f)8 A 


d -most cjbi 


n r" — r\ crnM9 (19090^/1 Q"h 1 


beq. No. 




Contig ID 


OOU / 0 1 * KlUo4 


d -most tibi 


y Z JlijjO 


Metnoa 


D-bAb 1 A 


NCBI GI 


gzz ozij y 


BLAST score 


190 


E value 


3.0e-14 


Match length 


0 1 


% identity 


/ 1 


nudI Description 


^Auuuzozy^ preaictea protein similar 10 D.puxuue jj-hjlcj 




pCal n n O r 7\ V> n <H y>r"\ o -r o f Vial -1 -a r*i la 1 

v^oiiiu.Uj i_Arajjiu.opsis tnaiidiicij 


beg. no. 




Contig ID 


OOUO / 1.K1U04 




uC-osroM202020e09bl 


Method 


BLASTX 


NCBI GI 


gl361979 


BLAST score 


152 


E value 


3.0e-16 


Match length 


97 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



47 

serine O-acetyltransf erase (EC 2.3.1.30) - watermelon 
>gi_1350550_dbj_BAA12843__ (D85624) serine acetyltransf erase 
[Citrullus lanatus] >gi_1841312_dbj_BAA0847 9_ (D49535) 
serine acetyltransf erase. [Citrullus lanatus] 
>gi_2337772_dbj_BAA21827_ (AB006530) serine 
acetyltransf erase [Citrullus lanatus] 

394715 

53101JL.R1084 

uC-osroM202020h03bl 

BLASTX 

g5732035 

205 



50286 



E value 
Match length 
% identity 
NCBI Description 



4.0e-23 

138 

50 

(AF160760) contains similarity to Pfam family PF0040 - WD 
domain, G-beta repeat; score=10.8, E=3.2, N-2 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



394716 

53111_1.R1084 
uC-osroM202021a04bl 



Seq. No. 
Contig ID 
5 f -most EST 



394717 

53116J..R1084 
gl632053 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394718 

53127_1.R1084 

uC-osroM202021cl0bl 

BLASTX 

gl752734 

383 

1.0e-36 

193 
42 

(D78510) beta-glucan-elicitor receptor [Glycine max] 



Seq. No. 
Contig ID 
5' -most EST 



394719 

53131_1.R1084 
uC-osroM202021d06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394720 

53137JL.R1084 

g702352 

BLASTX 

g3746431 

597 

5.0e-88 

210 

79 

(AF038585) pyruvate dehydrogenase kinase isoform 1; PDK1 
[Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 



394721 

53146_1.R1G84 
uC-osroM202021g01bl 



Seq. No. 
Contig ID 
5' -most EST 



394722 

53153_1.R1084 
uC-osroM202021gllbl 



Seq. No. 
Contig ID 
5' -most EST 



394723 

53156JL.R1084 
uC-osroM202022hllbl 



Seq. No. 
Contig ID 
5' -most EST 



394724 

53161_1.R1084 
uC-osroM202021h08bl 



50287 



€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

glOOOOl 

381 

1.0e-36 

115 

58 

endopeptidase CI - kidney bean >gi_1345573_emb_CAA40073_ 
(X56753) endopeptidase (EP-C1) [Phaseolus vulgaris] 

394725 

53164JL.R1084 

uC-osroM202022a06bl 

BLASTX 

g2493321 

321 

1.0e-29 

72 

78 

L-ASCORBATE OXIDASE PRECURSOR (ASCORBASE) (ASO) 

>gi_2129952_pir S66353 L-ascorbate oxidase {EC 1.10.3.3) 

precursor - common tobacco >gi_599594_dbj_BAA07734_ 
(D43624) ascorbate oxidase precursor [Nicotiana tabacum] 

394726 

53165_1.R1084 

uC-osroM202021ellbl 

BLASTX 

g3894168 

136 

8.0e-14 

102 

43 

(AC005312) similar to phloem-specific lectin [Arabidopsis 
thaliana] 

394727 

53176JL.R1084 
g427860 

394728 

53179JL.R1084 

g5455564 

BLASTX 

g4406759 

274 

6.0e-24 

111 

47 

(AC006836) hypothetical protein [Arabidopsis thaliana] 
394729 

53191JL.R1084 
g569952 

394730 

53195_1.R1084 
uC-osroM202022f08bl 



50288 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll5829 

436 

3.0e-54 

136 

58 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_99364_pir JW0040 light-harvesting 

chlorophyll 28. 5K apoprotein (photosystem II) - green alga 
(Dunaliella tertiolecta) >gi_167985 (M60049) 28.5 kDa LHCII 
apoprotein [Dunaliella tertiolecta] 



Seq. No. 


394731 


Contig ID 


53203_1 .R1084 


5 1 -most EST 


™C CO A O O 

go bo4o J 


Seq. No. 


394732 


Contig ID 


53211J..R1084 


5' -most EST 


uC-osroM202030e09bl 


Seq. No. 


394733 


Contig ID 


53221_1.R1084 


5' -most EST 


g2311079 


Seq. No. 


394734 


Contig ID 


53223 1.R1084 


5 '-most EST 


g4878818 


Method 


BLASTN 


NCBI GI 


g5734616 


BLAST score 


517 


E value 


0.0e+00 


Match length 


909 


% identity 


100 


NCBI Description 


Oryza sativa genomic DNA, 


Seq. No. 


394735 


Contig ID 


53224_1.R1084 


5 f -most EST 


g2442736 


Method 


BLASTX 


NCBI GI 


g2832643 


BLAST score 


180 


E value 


4.0e-13 


Match length 


66 


% identity 


55 


NCBI Description 


(AL021710) hypothetical ] 


Seq. No. 


394736 


Contig ID 


53234 1.R1084 


5' -most EST 


uC-osroM202023dl2bl 


Seq. No. 


394737 


Contig ID 


53241 1.R1084 


5' -most EST 


g5607348 


Method 


BLASTX 


NCBI GI 


g5668762 


BLAST score 


259 


E value 


3.0e-22 



50289 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



77 
60 

(AC005916) EST gb__N65787 comes from this gene, 
thaliana] 

394738 

53251_1.R1084 

uC-osroM202023f07bl 

BLASTN 

g2114206 

283 

1.0e-158 

356 
96 

Oryza sativa DNA for glutaredoxin, complete cds 



394739 

53274_1.R1084 

uC-osroM202024h07bl 

BLASTX 

g2979553 

140 

8.0e-10 

61 

55 

(AC003680) hypothetical protein [Arabidopsis thaliana] 
394740 

53279_1.R1084 

uC-osr oM2 02 0 2 4 cO 6bl 

BLASTX 

g2497953 

422 

2.0e-41 

102 
79 

MOLYBDOPTERIN BIOSYNTHESIS CNX1 PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNX1) >gi_1263314 (L47323) 
molybdenum cofactor biosynthesis enzyme [Arabidopsis 
thaliana] >gi_44 69123_emb_CAB38312_ (AJ236870) molybdenum 
cofactor biosynthesis enzyme [Arabidopsis thaliana] 

394741 

53281JL.R1084 
uC-osroM202024d02bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394742 

53287JL.R1084 

uC-osroM202024e04bl 

BLASTX 

g4467153 

467 

2.0e-46 
135 
65 

(AL035540) 
thaliana] 



putative thaumatin-like protein [Arabidopsis 



50290 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



394743 

53292JL.R1084 

g428139 

BLASTX 

g2459447 

627 

3.0e-65 

166 

69 

(AC002332) putative Mlo protein 
394744 

53303JL.R1084 
uC-osroM202024h01bl 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394745 

53305JL.R1084 

uC-osroM202024h03bl 

BLASTX 

g3882018 

215 

4.0e-17 

88 

50 

(Y18377) cytokinin oxidase [Zea mays] 
394746 

53307JL.R1084 

uC-osroM202024h06bl 

BLASTX 

g3786011 

189 

5.0e-24 

158 

37 

(AC0054 99) putative elongation factor [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



394747 

53312JL.R1084 
uC-osroM202036gl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



394748 

53319_1.R1084 
uC-osroM202025d03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394749 

53325_1.R1084 

g2428878 

BLASTX 

g4454018 

268 

3.0e-23 

115 

42 

(AL035396) SRGl-like protein [Arabidopsis thaliana] 



50291 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST spore 

E value 

Match length 

% identity 

NCBI Description 



394750 

53339_1.R1084 

g3768583 

BLASTX 

g419789 

207 

2.0e-25 

96 

64 

hypothetical protein - potato 
394751 

53349_1.R1084 

uC-osroM202025g05bl 

BLASTX 

g3924603 

207 

3.0e-16 

60 

60 

(AF069442) putative WD-repeat protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



394752 

53377JL.R1084 
uC-osroM202026fllbl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394753 

53382JL.R1084 

uC-osroM202026g06bl 

BLASTX 

gl655536 

192 

3.0e-20 
109 

51 ' 
(Y09095) chloride ■ channel [Arabidopsis thaliana] 
>gi__1742957_emb_CAA96059_ (Z71447) CLC-c chloride channel 
protein [Arabidopsis thaliana] 

394754 

53395JL.R1084 

g2310379 

BLASTN 

g5734616 

389 

0.0e+00 
393 
100 

Oryza sativa genomic DNA, 



chromosome 6, clone : P0538C01 



Seq. No. 
Contig ID 
5' -most EST 



394755 

53397_1.R1084 
uC-osroM202028a06bl 



Seq. No. 



394756 



50292 



Contig ID 


53400 1.R1084 


5 '-most EST 


g699910 


beq. 1NO * 




Contig ID 


53415 1.R1084 


5 '-most EST 


uC-osroM202037b07bl 




«j _7 ^± / JO / 


r\-r\ +■ -i /T TH 

contig lu 


JJllw 6 »I\1U04 


o — mosr &bi 




beq. JNO. 




uontig ijj 


R"3/19A 1 T31 (IPil 


O IUOot £jU 1 








NCBI GI 


g4455244 


BLAST score 


193 


E value 




Match length 


1 


% identity 


42 


NCBI Description 


(AL035523) MtN3-like protein 


beq. wo . 


7 £0 

O Z7fi / DU 


Contig ID 


Dj4^D 1.K1Uo4 


o —most hbl 


UO— OSrOMZUiUjZDU /Dl 


Seq. No. 


Oi?4 / Ol 


Contig ID 


jj4od 1.K1Uo4 


D —mOSC £jbl 


UU OSrOlXIZ U^Ui jDUjJJI 


Method 


.Dli/ib i A 


NCBI GI 


g4874306 


BLAST score 


319 


E value 


z . ue— z y 


Match length 


I 1 "3 

II j 


% identity 


60 


NCBI Description 


(AC006053) hypothetical prot- 


beq. ino * 


7£9 
Oi?fl / oz 


Contig ID 


53460 1.R1084 


5 1 -most EST 


g2312608 


beq. no. 


oi? 4 / Dj 


Contig ID 


53461 1.R1084 


5' -most EST 


uC-osroM202030c02bl 


Seq. No. 


O QA H £ A 

oy 4 / 04 


Contig ID 


53472 1.R1084 


5' -most EST 


uC-osroM202029f01bl 


beq. jno. 


Oi?4 / 00 


LOilUiy liJ 


J Jl / O X ■ I\..L U O f 


5 '-most EST 


uC-osroM202029e03bl 


Seq. No. 


394766 


Contig ID 


53476 1.R1084 


5 ; *-most EST 


g2312965 



50293 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394767 

53477_1.R1084 
uC-osroM202029f09bl 

394768 

53493_1.R1084 
uC-osroM202029g07bl 

394769 

53496JLR1084 

uC-osroM202029gllbl 

BLASTX 

g3128208 

271 

2.0e-23 

109 

44 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
394770 

53499_1.R1084 

uC-osroM202029h04bl 

BLASTX 

g5081612 

418 

9.0e~48 

207 

46 

(AF136152) PUR alpha- 1 [Arabidopsis thaliana] 
394771 

53524JL.R1084 
g2442806 



394772 

53528JL.R1084 

uC-osroM202024a05bl 

BLASTX 

g6094242 

371 

2.0e-35 

93 

71 

PUTATIVE SELENIUM-BINDING PROTEIN 
>gi_2244759_emb_CAB10182.1_ (Z97335) 
protein like [Arabidopsis thaliana] 



selenium-binding 



Seq. No. 
Contig ID 
5 '-most EST 



394773 

53540_1.R1084 
uC-osroM202030e03bl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



394774 

53546JL.R1084 

g2311406 

BLASTX 

g5729707 

146 



50294 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-09 

73 

44 

(AC007927) unknown protein [Arabidopsis thaliana] 
394775 

53553_1.R1084 
uC-osroM202030g05bl 

394776 

53562JL.R1084 

uC-osroM202030h08bl 

BLASTX 

g4467359 

389 

7.0e-38 

209 

45 

(AJ002685) Phosphatidylinositol 4-kinase [Arabidopsis 
thaliana] 

394777 

53564JL.R1084 

uC-osroM202030hllbl 

BLASTX 

g5262218 

155 

3.0e-10 

101 

36 

(AL080254) calcium-binding protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



394778 

53566_1.R1084 

uC-osroM202031a01bl 

BLASTX - 

g2632254 

338 

8.0e-50 

113 

93 

(Y12465) serine/threonine kinase 



394779 

53567_1.R1084 

g428821 

BLASTX 

g4760700 

216 

2.0e-22 

106 

63 

(AB024437) peroxidase 1 
394780 

53570 1.R1084 



[Sorghum bicolor] 



[Scutellaria baicalensis] 



50295 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osroM202031a09bl 

BLASTX 

g4455190 

462 

8.0e-4 6 

162 

63 

(AL035440) putative protein [Arabidopsis thaliana] 
394781 

53573_1.R1084 

uC-osroM202031bllbl 

BLASTX 

g4006829 

430 

3.0e-42 

126 

67 

(AC005970) putative protein kinase [Arabidopsis thaliana] 
394782 

53585_1.R1084 

uC-osroM202031d06bl 

BLASTX 

g5051789 

207 

3.0e-16 

133 
45 

(AL078637) putative protein [Arabidopsis thaliana] 
394783 

53587_1.R1084 

uC-osroM202031d09bl 

BLASTX 

g4432860 

594 

1.0e-63 

297 

23 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 

394784 

53595J..R1084 

g568589 

BLASTX 

g2160177 

383 

1.0e-36 

144 

53 

(AC000132) EST gb_R64758 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



394785 

53598 .1.R1084 



50296 




5 '-most EST 


g2431379 


Seq. No. 


jy4 / o d 


Contig ID 


53608 1.R1084 


5' -most EST 


uC-osroM202031g07bl 


Seq. No. 


J94 /o / 


Contig ID 


53621 1.R1084 


5 1 -most EST 


uC-osroM202031hllbl 


Seq. No. 


iy4 loo 


Contig ID 


53627 1.R1084 


5" -most EST 


uC-osroM202032b05bl 


Seq. No. 


4 / o y 


Contig ID 


53633 1.R1Uo4 


5' -most EST 


UC— OSrOMzUZU JzCUzDl 


Seq. No. 


5 94 /yu 


Contig ID ' 


5363b l.KlUo4 


5 1 -most EST 


ul- osroixiz uo^ou jjji 


Method 




NCBI GI 


g4263oz / 


BLAST score 


390 


E value 


1.0e-37 


Match length 


181 


% identity 


49 


NCBI Description 


(AC006067) putative 




thaliana] 


Seq. No. 


394791 


Contig ID 


5364z 1.R1U04 


5 '-most EST 


uC-osroM202032auzDl 


Seq. No. 


394 /92 


Contig ID 


C3£>ic: 1 d1 HQ/ 
oJb40 1.K1U04 


5 ' -most EST 


UL-— OSrCaMZUZ U jZuU /D-L 


Method 


BLASTX 


NCBI GI 


g3204108 


BLAST score 


768 


E value 


1.0e-81 


Match length 


180 


% identity 


/ y 


NCBI Description 


(AJ006764) putative 




arietinum] 


Seq. No. 


394 / 93 


Contig ID 


53651 1.R1Uo4 


5 '-most EST 


uC-osroM202032e01bl 


Seq. No. 


394794 


Contig ID 


53655 l.RIUo4 


5 '-most EST 


g5900712 


Method 


BLASTX 


NCBI GI 


g3688185 


BLAST score 


151 


E value 


9.0e-10 




receptor protein kinase [Arabidopsis 



deoxycytidylate deaminase [Cicer 



50297 



Match length 


A 1 


% identity 


60 


NCBI Description 


(AL031804) putative protein [Arabidopsis thaliana] 


beq. no. 




conrig iu 


R^^Rfi 1 Rl DS4 


r ■ _j_ t-i c T 1 

D — ItlOSL iLol 




beq. No. 


jyy / y 0 


contig id 




0 — mO ST. liiO 1 




Method 




NCBI GI 


g4006865 


BLAST score 


319 


E value 


9 rio-9 Q 


riai-cn xeng uxi 


1 90 


% identity 


55 


NCBI Description 


(Z99707) putative protein [Arabidopsis thaliana] 


beq. no. 


.j y ft / y / 


Contig ID 


53681 1.R1084 


5 1 -most EST 


g572065 


beq. no. 


O ^fl / 7(5 


oonrig id 




o -most EST 


uo osroixizuzu oznuoDi 


Seq. No. 


jy4 / yy 


Contig ID 




D —mOSt ZjOI 


g / uu o^i o 


Method 


m t\p mv 

BLASTX 


NCBI GI 


g4432845 


BLAST score 


182 


E value 




Match length 


119 


% identity 




NCBI Description 


(ALUUdZoJ) unKnown protein [Araoiciops-Lb Liiaj.-Laiicij 


Seq. No. 


oy4ouu 


Contig ID 


OjOoj 1.K1U04 


o —most tLoi 


go djj do 


Ayr ^ J_ 1- — -J 

Method 


DT 7\ CTV 


NCBI GI 


g5002344 


BLAST score 


207 


E value 




waxen xengun 


1 1 n 


% identity 


48 


NCBI Description 


(AF149278) peroxidase 3 precursor [Phaseolus vulgari; 


Seq. No. 


394801 


Contig ID 


oooyy i.riuo4 


5 '-most EST 


g4715617 


Seq. No. 


394802 


Contig ID 


53703 1.R1084 


5' -most EST 


uC-osroM202033d02bl 


Method 


BLASTX 



50298 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g6056371 
481 

2.0e-48 

126 

72 

(AC009894) nucleolar protein [Arabidopsis thaliana] 
394803 

53705JL.R1084 

uC-osroM202033c03bl 

BLASTX 

g5281051 

284 

2.0e-25 

97 

29 

(AL080318) stress-induced protein stil-like protein 
[Arabidopsis thaliana] 





Seq. No. 


394804 




Contig ID 


53707 1.R1084 




5 1 -most EST 


uC-osroMz02U33aUoJol 


Til 


Seq. No. 


394805 


!f 


Contig ID 


53716_1.R1084 


hJ 


5 '-most EST 


g2427884 


y - : 


Seq. No. 


394806 




Contig ID 


53729_1.R1084 




5' -most EST 


gl631995 




Method 


BLASTX 




NCBI GI 


g2104691 




BLAST score 


160 




E value 


2.0e-10 




Match length 


62 




% identity 


44 


CI 


NCBI Description 


(U92794) alpha glucosidase II, beta subunit 




Seq. No. 


394807 




Contig ID 


53733 1.R1084 




5* -most EST 


uC-osroM202034a02bl 




Method 


BLASTX 




NCBI GI 


g6056189 




BLAST score 


282 




E value 


3.0e-31 




Match length 


133 




% identity 


56 




NCBI Description 


(AC009400) hypothetical protein [Arabidopsi; 




Seq. No. 


394808 




Contig ID 


53745 1.R1084 




5' -most EST 


g2800657 




Seq. No. 


394809 




Contig ID 


53754 1.R1084 




5' -most EST 


uC-osroM202034cl0bl 



50299 



Seq. No. 
Contig ID 
5' -most EST 



394810 

53756J..R1084 
uC-osroM202034cl2bl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



Seq. No. 
Contig ID 
5 1 -most EST 



394811 

53758JL.R1084 

uC-osroM202033d03bl 

BLASTX 

g4314378 

156 

9.0e-13 

89 

45 

(AC006232) putative lipase [Arabidopsis thaliana] 
>gi_5306262_gb_AAD41994.1_AC006233_5 (AC006233) putative 
lipase [Arabidopsis thaliana] 

394812 

53763_1.R1084 
g426068 

394813 

53764JL.R1084 
uC-osroM202034dllbl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 1 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



394814 

53784J..R1084 

uC-osroM202034hl0bl 

BLASTX 

g4588012 

541 

2.0e-55 

146 

72 

(AF085717) putative callose synthase catalytic subunit 
[Gossypium hirsutum] 

394815 

53788_1.R1084 
g2310906 

394816 

53812_1.R1084 

uC-osroM202035d07bl 

BLASTX 

g3935137 

419 

5.0e-41 

125 
65 

(AC005106) T25N20.1 [Arabidopsis thaliana] 
394817 

53817_1.R1084 
uC-osroM202036b03bl 



Seq. No. 



394818 



50300 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53818JL.R1084 

g569995 

BLASTX 

g4587518 

239 

7.0e-20 

90 

59 

(AC007060) Strong similarity to F19I3.8 gi_3033381 putative 
UDP-galactose-4-epimerase from Arabidopsis thaliana BAC 
gb_AC004238 and is a member of PF_01370 the NAD dependent 
epimerase/dehydratase family. EST gb_AA59 



Seq. No. 

Contig ID 
5" -most EST 



394819 

53821_1.R1084 
uC-osroM202035f08bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394820 

53827_1.R1084 

uC-osroM202035g03bl 

BLASTX 

g4220527 

175 

1.0e-12 

53 
62 

(AL035356) putative protein [Arabidopsis thaliana] 
394821 

53833JL.R1084 

g3061036 

BLASTX 

g4103635 

201 

2.0e-15 

78 

47 

(AF026538) ABA-responsive protein [Hordeum vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394822 

53834_1.R1084 

uC-osroM202035h01bl 

BLASTX 

g4835771 

163 

5.0e-ll 

70 
51 

(AC007202) Similar to gi_3844599 F31D5.2 gene product from 
Caenorhabditis elegans cosmid gb_U28941 and contains 
PF_00097 Zinc (Ring) finger C3HC4 domain. ESTs gb_F19963 
and gb T42582 come from this gene. [Arabidops 



Seq. No. 
Contig ID 
5' -most EST 
Method 



394823 

53839JL.R1084 

g568790 

BLASTX 



50301 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g6056375 
345 

2.0e-32 

114 

59 

(AC009894) 
thaliana] 



Similar to serine/threonine kinases [Arabidopsi 



394824 

53842JL.R1084 

uC-osroM202035h!2bl 

BLASTX 

g3128176 

267 

7.0e-25 

109 

54 

(AC004521) unknown protein [Arabidopsis thaliana] 



394825 

53853_1.R1084 

uC-osroM202017a09al 

BLASTX 

gl839188 

638 

1.0e-66 

149 
81 

(U86081) root hair defective 



3 [Arabidopsis thaliana] 



394826 

53856_1.R1084 

uC-osroM202022f02bl 

BLASTX 

gl203832 

307 

2.0e-28 

90 

79 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi__1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

394827 

53866_1.R1084 

uC-osroM202036d02bl 

BLASTX 

g4835227 

258 

4.0e-22 

95 

54 

(AL04 9862) glycosyltransf erase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



394828 

53869 1.R1084 



50302 



5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5004418 
394829 

53872_1.R1084 

g2310639 

BLASTX 

g4503521 

346 

1.0e-39 

184 

48 

murine mammary tumor integration site 6 (oncogene homolog) 
>gi 2498490_sp_Q64252_INT6_MOUSE VIRAL INTEGRATION SITE 
PROTEIN INT-6 >gi_2114363 (U62962) similar to mouse Int-6 
[Homo sapiens] >gi__2351382 (U54562) eIF3-p48 [Homo sapiens] 
>gi_2688818 (U85947) Int-6 [Homo sapiens] >gi_2695701 
(U94175) mammary tumor-associated protein INT6 [Homo 
sapiens] 

394830 

53885JL.R1084 

uC-osroM202036f09bl 

BLASTX 

g3399767 

253 

1.0e-21 ^ r ^ 

92 

46 

(U76298) uclacyanin I [Arabidopsis thaliana] >gi_3831466 
(AC005700) uclacyanin I [Arabidopsis thaliana] 



Seq. No. 


394831 


Contig ID 


53890 1.R1084 


5 T -most EST 


uC-osroM202036g04bl 


Method 


BLASTX 


NCBI GI 


g4874269 


BLAST score 


254 


E value 


2.0e-21 


Match length 


169 


% identity 


37 


NCBI Description 


(AC007354) T16B5.7 | 


Seq. No. 


394832 


Contig ID 


53893 1.R1084 


5' -most EST 


uC-osroM202036g09bl 


Method 


BLASTX 


NCBI GI 


g4468979 


BLAST score 


423 


E value 


1.0e-41 


Match length 


111 


% identity 


65 


NCBI Description 


(AL035605) putative 


Seq. No. 


394833 


Contig ID 


53921 1.R1084 


5 '-most EST 


uC-osroM202037d01bl 


Method 


BLASTX 



[Arabidopsis thaliana] 



50303 



NCBI GI 


g4894963 


BLAST score 


479 


E value 


4 . ue 4o 


Match length 


1 31 


% identity 


84 


NCBI Description 


(AF140553) DNA-binding protein WRKY3 [Avena sativa] 


Seq. No* 


OQyl D-D/I 


Contig ID 


53955 1.R1084 


5 ? -most EST 


uC-osroM202037h!0bl 


beg. no. 




Contig id 




r~ ■ j_ t— i (~i rpi 

5 -most EST 


ul— osroMzuzuooau ddi 


Seq. No. 


0 y4 000 


Contig ID 


Oj^DI X.K1.U0 4 


IT f _-m 0*0+- TP C rp 

O — ITIOS L iiibi 


go uuft / 


Method 


BLASTX 


NCBI GI 


g2708737 


BLAST score 


421 


E value 


0 . ue 'ti 


Match length 


1 /O 


% identity 


24 


NCBI Description 


(AC003952) putative nuclear protein [Arabidopsis thaliana; 


Seq. No. 




Contxg ID 


o^yoy i.kxuo4 


5 1 -most EST 


UC-OSroMzUzUooJDXZJDX 


Seq. No. 


O Q A O O Q 


Contig ID 


c -5 QQ 1 1 'Dl CiQA 

OjIjoI 1.KXU04 


o -most tiOi 


yZoDO / 4 


Method 


n-r 7\ nrnv 

BLAbiX 


NCBI GI 


g2792155 


BLAST score 


296 


E value 


0 . Ue-00 


Match length 


ICO 

153 


% identity 


50 


NCBI Description 


(AJ223291) chalcone reductase [Sesbania rostrata] 


Seq. No. 




Contig ID 


DdjoZ ±.KXUo4 


5 '-most EST 


UC— OSrOMZUZUooCXZDX 


Seq. No. 


0 Ci A 0 A r\ 

394840 


Contig ID 


539o4 1.R1Uo4 


5 -most EST 




Method 


BLASTX 


NCBI GI 


g6006895 


BLAST score 


458 


TP TTa 1 no 
_j va.-LU.ci 


8 Oe-56 


Match length 


223 


% identity 


48 


NCBI Description 


(AC008153) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


394841 



50304 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53991_1.R1084 

uC-osroM202038e08bl 

BLASTX 

g2494034 

478 

8.0e-52 

158 

62 

DIACYLGLYCEROL KINASE 1 (DIGLYCERIDE KINASE) (DGK 1) (DAG 

KINASE 1) >gi_2129573_pir S71467 diacylglycerol kinase - 

Arabidopsis thaliana >gi_1374772_dbj_BAA09856_ (D63787) 
diacylglycerol kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394842 

53992JL.R1084 

g699876 

BLASTX 

g4467122 

308 

4.0e-28 

110 

52 

(AL035538) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



394843 

54017JL.R1084 
uC-osroM202038h09bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394844 

54019_1.R1084 

uC-osroM202039a01bl 

BLASTX 

gl502430 

309 

1.0e-37 

126 

69 

(U62331) phosphate transporter [Arabidopsis thaliana] 
>gi_2564661 (AF022872) phosphate transporter [Arabidopsis 
thaliana] >gi_3869206_dbj_BAA34398__ (AB016166) Phosphate 
Transporter 4 [Arabidopsis thaliana] >gi_3928081 (AC005770) 
phosphate transporter, AtPT2 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



394845 

54021JL.R1084 
uC-osroM2 02 0 4 ObO 4bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394846 

54034_1.R1084 

g4881017 

BLASTX 

g4056568 

452 

5.0e-45 

132 

27 

(U90944) PDI-like protein [Zea mays] 



50305 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 



394847 

54050JL.R1084 

uC-osroM202039el2bl 

BLASTX 

g!588281 



BLAST score 


iy y 


E value 


z . ue-io 


Match length 


ICE 

loo 


% identity 




NCBI Description 


KlJNbo protein [nomo sapiens j 


Seq. No. 


oho 


Contig ID 


04U0O 1.K1Uo4 


5 -most Ebl 


uu— osroixizuzuo :?iu /di 


Seq. No. 


394849 


Contxg ID 


04Uo4 1.K1U04 


5' -most EST 


ul.— osrojyizuzu j ynuDx 


Method 


BLASTX 


NCBI GI 


g3395425 


BLAST score 


jUU 


E value 


1 . Oe-33 


Match length 


156 


% identity 


ii i 
4 1 


NCBI Description 


(AC004683) putative DNA binding protein 




thaliana] 


Seq. No. 


394850 


Contig ID 


54069 1.R1U84 


5' -most EST 


uC-osroM20z0oynl0Dl 


Method 


BLASTX 


NCBI GI 


g304421o 


BLAST score 


488 


E value 


6 . Oe-50 


Match length 


i -3-3 

LOO 


% identity 


76 


NCBI Description 


(AF05/144) signal peptidase [AraDiaopsis 


Seq. No. 


394851 


Contig ID 


54071 l.R10o4 


5 '-most EST 


uC-osroMZUzu4uauoDi 


Method 


BLASTX 


NCBI GI 


g2911042 


BLAST score 


561 


E value 




Match length 


180 


% identity 


62 


NCBI Description 


(AL021961) Phosphoglycerate dehydrogenase 




[Arabidopsis thaliana] 


Seq. No. 


394852 


Contig ID 


54088 1.R1084 


5 1 -most EST 


g5003163 


Seq. No. 


394853 


Contig ID 


54090_1.R1084 



like protein 



50306 



S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



uC-osroM202040d07bl 
BLASTX 
gl706956 
1050 

1.0e-115 
249 
78 

(U58283) cellulose synthase 
394854 

54091_1.R1084 
g2442365 

394855 

54092JL.R1084 
g286738 

394856 

54100_i.R1084 
uC-osroM202037b01bl 
BLASTX 
g3643611 
162 

3.0e-24 
77 
71 

(AC005395) putative casein 
394857 

54101_1.R1084 
g5003802 
BLASTX 
g2708750 
471 

7.0e-47 
136 
61 

(AC003952) putative physical 
thaliana] 

394858 

54107JL.R1084 

uC-osroM202040g02bl 

BLASTX 

g!651890 

338 

2.0e-31 

171 

15 

(D90900) mitochondrial outer 
[Synechocystis sp.] 

394859 

54162_1.R1084 

uC-osroM202041fl2bl 

BLASTX 

g4371296 




[Gossypium hirsutum] 



kinase [Arabidopsis thaliana] 



impedence protein [Arabidopsis 



membrane 72K protein 



50307 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



430 

4.0e-42 

184 

56 

(AC006260) putative receptor protein kinase [Arabidopsis 
thaliana] 

394860 

54165_1.R1084 

g571734 

BLASTX 

g3928088 

209 

2.0e-16 

69 

58 

(AC005770) putative peroxidase [Arabidopsis thaliana] 
394861 

54183_1.R1084 

uC-osroM202001a03al 

BLASTX 

g4972071 

200 

3.0e-15 

122 

39 

(AL078467) hypothetical protein [Arabidopsis thaliana] 
394862 

54187_1.R1084 
uC-osroM202001a07al 

394863 

54197_1.R1084 
uC-osroM202001b04bl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



394864 

54225_1.R1084 
uC-osroM202001cl2al 

394865 

54240_1.R1084 

g702085 

BLASTX 

g4454019 

205 

6.0e-16 

122 
37 

(AL035396) SRGl-like protein [Arabidopsis thaliana] 
394866 

54250_1.R1084 
g5056077 



Seq. No. 



394867 



50308 



Contig ID 


54259 1.R1084 


5 1 -most EST 


g2798217 


Seq. No. 


394868 


Contig ID 


54260_1.R1084 


5 f -most EST 


g2799209 


Method 


BLAST N 


NCBI GI 


g58067 


BLAST score 


41 


E value 


2.0e-13 


Match length 


41 


% identity 


100 


NCBI Description 


pBluescript SK(+) v< 




ZAP 


Seq. No. 


394869 


Contig ID 


54271JL.R1084 


5 '-most EST 


g3769150 


Method 


BLASTX 


NCBI GI 


g3413511 


BLAST score 


173 


E value 


3.0e-13 


Match length 


46 


% identity 


67 


NCBI Description 


(AJ000265) glucose- 




oleracea] 


Seq. No. 


394870 


Contig ID 


54276 1.R1084 


5' -most EST 


g4715633 


Seq. No. 


394871 


Contig ID 


54284 1.R1084 


5' -most EST 


uC-osroM2 02 00 lg09bl 


Seq. No. 


394872 


Contig ID 


54291 1.R1084 


5 1 -most EST 


uC-osroM202001h02al 


Method 


BLASTX 


NCBI GI 


a6006867 


BLAST score 


445 


E value 


4.0e-44 


Match length 


122 


% identity 


72 


NCBI Description 


(AC009540) unknown i 


Seq. No. 


394873 


Contig ID 


54293 1.R1084 


5 '-most EST 


uC-osroM202001h05al 


Seq. No. 


394874 


Contig ID 


54300 1.R1084 


5" -most EST 


g4715276 


Method 


BLASTX 


NCBI GI 


g584892 


BLAST score 


792 


E value 


1.0e-84 



vector DNA, phagemid excised from lambda 



6-phosphate isomerase [Spinacia 



50309 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



244 
82 

SERINE CARBOXYPEPT I DASE I PRECURSOR ( CARBOXYPEPT I DASE C) 

>gi_629805_pir S43516 serine carboxypeptidase I - rice 

>gi_4 0958 0_dbj _BAA0 4 5 1 0_ 
[Oryza sativa] 



(D17586) serine carboxypeptidase I 



394875 

54318J..R1084 

g4715959 

BLASTX 

g4680207 

142 

1.0e-08 

102 
33 

(AF114171) disease resistance protein RPM1 homolog [Sorghum 
bicolor] 

394876 

54352JL.R1084 
g4714959 

394877 

54367JL.R1084 

g3760159 

BLASTX 

g2065531 

203 

2.0e-15 
136 

(U78526) endo-l,4-beta-glucanase [Lycopersicon esculentum] 
394878 

54371_1.R1084 
uC-osroM202007f06al 

394879 

54372_1.R1084 
uC-osroM202003glla2 

394880 

54397JL.R1084 
g3760335 

394881 

54397_2.R1084 
g427522 

394882 

54401JL.R1084 
uC-osroM202004b07a2 

394883 

54413_1.R1084 
g5039150 



50310 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



394884 

54434_1.R1084 

g3766608 

BLASTX 

g4406756 

209 

3.0e-16 

48 

90 

(AC006836) putative integral membrane protein A3 
[Arabidopsis thaliana] 

394885 

54443_1.R1084 
uC-osroM202004e01a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



394886 

54450JL.R1084 

g4716569 

BLASTX 

g4006865 

431 

3.0e-42 

160 

53 

(Z99707) putative protein [Arabidopsis thaliana] 
394887 

54453JL.R1084 
g5039156 

394888 

54462_1.R1084 
uC-osroM202004f04a2 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



394889 

54479JL.R1084 
uC-osroM202004g09a2 

394890 

54497_1.R1084 

uC-osroM202005a01bl 

BLASTX 

g4099921 

150 

2.0e-10 

42 

86 

(U91982) EREBP-3 homolog [Stylosanthes hamata] 
394891 

54499_1.R1084 

uC-osroM202005a03bl 

BLASTX 

g2245131 

151 



50311 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



1.0e-09 

80 
51 

(Z97344) hypothetical protein [Arabidopsis thaliana] 



394892 

54510JL.R1084 

g3107272 

BLASTX 

g4914319 

270 

2.0e-23 

177 

50 

(AC005489) F14N23, 



5 [Arabidopsis thaliana] 



394893 

54538_1.R1084 

g426069 

BLASTX 

g3522945 

181 

4.0e-13 

86 
43 

(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 
394894 

54546JL.R1084 
uC-osroM202006b01bl 

394895 

54550JL.R1084 
g2275851 

394896 

54554JL.R1084 
uC-osroM202006cllbl 

394897 

54565JL.R1084 

uC-osroM202006f07bl 

BLASTX 

g4314370 

146 

1.0e-10 

68 

54 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
394898 

54575_1.R1084 
g3762841 

394899 

54594JL.R1084 
uC-osroM202007b01al 



50312 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394900 

54617_1.R1084 

g3758918 

BLASTX 

g4469022 

183 

2.0e-13 

84 

46 

(AL035602) cytochrome P450-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score * 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394901 

54642J..R1084 

uC-osroM202007e09al 

BLASTX 

g4097942 

435 

6.0e-43 

83 

98 

(U72252) beta-1, 3-glucanase precursor [Oryza sativa] 
394902 

54653_1.R1084 

g4968640 

BLASTX 

g3687237 

253 

1.0e-21 

71 

63 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394903 

54678JL.R1084 

uC-osroM202007h02al 

BLASTN 

g5852077 

115 

7.0e-58 

226 

93 

Oryza sativa indica(GLA4) genomic DNA, chromosome 4 f BAC 
clone: b6015 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



394904 

54683JL.R1084 

g4715725 

BLASTX 

g4927259 

251 

4.0e-21 

149 

42 



50313 



NCBI Description (AF142322) putative transcription repressor maize TRM 
protein [Zea mays] 



Seq. No, 


*5 A A (lrtC 

3949U5 


Contig ID 


r inn -1 nl AO / 

54717 l.Rluo4 


5' -most EST 


g2443062 


Seq. No. 


o ft a a a c 

39490b 


Contig ID 


b4 JZl l.KiUo4 


5 '-most EST 


g37 67749 


Seq. No. 


O A A ft A "7 

39490 / 


Contig ID 


54721 2.R1U84 


5' -most EST 


g4714709 


Seq. No. 


""> ft A ft A O 

394908 


Contig ID 


c ^ too i m no/ 

54722 l.R10o4 


5' -most EST 


uC-osroM202008c04al 


Seq. No. 


*3 ft A ft ft A 

394909 


Contig ID 


C A H C O 1 "D 1 A Q / 

04 /Do 1 . KiUo4 


5 '-most EST 


uC-osroM202008f06al 


Seq. No. 


*5 ft A ft 1 A 

394910 


Contig ID 


54770 1.R1US4 


5 '-most EST 


g3759797 


Seq. No. 


i ft ji ft i ^ 
394911 


Contig ID 


54779_1 . R1084 


5* -mo st EST 


g2428345 


Seq. No. 


ta* A1 O 

39491z 


Contig ID 


54791_1 . R1084 


S'-most EST 


O ft ft *1 1 1 o 

g2801113 


Seq. No. 


394913 


Contig ID 


54795 1.R1084 


5 '-most EST 


uC-osroM202010al0bl 


Method 


BLASTX 


NCBI GI 


g!085952 


BLAST score 


231 


E value 


3.0e-30 


Match length 


165 


% identity 


45 


NCBI Description 


hypothetical protein SI 


Seq. No. 


394914 


Contig ID 


54821 1.R1084 


5 '-most EST 


uC-osroM202010cl2al 


Method 


BLASTX 


NCBI GI 


g4586246 


BLAST score 


469 


E value 


6.0e-47 


Match length 


111 



- Phalaris coerulescens 



% identity 

NCBI Description 



75 



(AL049640) putative protein [Arabidopsis thaliana] 



50314 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



394915 

54822JL.R1084 

uC-osroM202010cllbl 

BLASTX 

g4689474 

343 

6.0e-32 

84 

70 

(AC007213) unknown protein [Arabidopsis thaliana] 
394916 

54842_1.R1084 

g3760302 

BLASTX 

gl565223 

394 

1.0e-37 

132 
64 

(Y08301) MCM2-related protein [Arabidopsis thaliana] 
394917 

54852JL.R1084 

g2312987 

BLASTN 

g6006355 

361 

0.0e+00 

665 

98 

Oryza sativa genomic DNA, chromosome 6, clone : P0493C11 
394918 

54853JL.R1084 
g428470 

394919 

54859J..R1084 

g4715410 

BLASTX 

g4038030 

164 

7.0e-23 
100 

59 ... 
(AC005936) putative protein kinase, 5 1 partial [Arabidopsis 

thaliana] 
394920 

54863JL.R1084 

uC-osroM202010f08bl 

BLASTX 

g3548810 

314 

9.0e-29 
161 



50315 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

394921 

54889J..R1084 

g2800417 

BLASTX 

g2853039 

209 

1.0e-20 

76 

68 

(X94289) phosphoinositide-specific phospholipase C [Solanum 
tuberosum] 



Seq. No. 
Contig ID 
5 T -most EST 



394922 

54902_1.R1084 
uC-osroM202011al0al 



Seq. No. 
Contig ID 
5 1 -most EST 



394923 

54903_1.R1084 
uC-osroM202011al0bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



394924 

54915JL.R1084 

g3761286 

BLASTX 

g2160185 

257 

2.0e-28 

90 

69 

(AC000132) Similar to S. 
[Arabidopsis thaliana] 

394925 

54917JL.R1084 
g4716309 

394926 

54919JL.R1084 
uC-osroM202011b09al 



pombe ISP4 (gb__D83992) 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



394927 

54949J..R1084 
g3763056 

394928 

54955JL.R1084 
g3768603 

394929 

54958JL.R1084 
uC-osroM202034c03bl 



Seq. No. 



394930 



50316 



Contig ID 


04yoU 1.K1U04 




nr-nqrnM9f!9n^Qp1 Dal 




DJjriiJ JL A. 


NCBI GI 


g3548808 


BLAST score 


344 


£j ValUc 


O • Utr OZ 


riarcn lengtn 


lJU 


% identity 


4 y 


NCBI Description 


^auuudjijj unKnown protein 


beq. JNo. 


jy 4 yol 


uonuig ±jj 


34yoZ 1.K1U04 


O LliUo L HjO 1 








VJPDT PT 




BLAST score 


309 


E value 


4.0e-28 


Match length 


D / 


% identity 


O 0 


NCBI Description 


(AL035356) clathrin coat as; 




thaliana] 


beq. No. 




Contig ID 


54973 1.R1Q84 


5' -most EST . 


g3761218 


beg. no. 


oy 4 y j j 


Contig ID 


55005 1.R1084 


5' -most EST 


g3760441 


beq. No. 


jy4 y J4 


Contig ID 


bbulz l.RIUo4 


5 -most EST 


«ji o t m ft q 

g4 o / yjyy 


Seq. No. 


oy4yoo 


Contig ID 


OOUoO l.K±Uo4 


D — mOSI, Jtibl 


UL* OSrOlXLZUZ U IZlUOal 


Tljff if^s 4" r*i 

iyiei-.noa 


JDliriO 1 A 


■mptst pt 


gjo yzuD4 


BLAST score 


209 


E value 


2.0e-16 


Marcn lengtn 


loz 


% identity 




NCBI Description 


(AC002330) putative glycosy 




thaliana] 


beq. no. 


jy 4 yoo 


Contig ID 


55073 1.R1084 


5' -most EST 


g569113 


C» ,w XT 

Seq. No. 


oy4 y j / 


Contig ID 


55083 1.R1084 


5 '-most EST 


g3760490 


Seq. No. 


394938 


Contig ID 


55131 1.R1084 


5 1 -most EST 


uC-osroM202016a09al 



50317 



Seq. No. 


394939 


Contig ID 


55132J..R1084 


c i „ _ 4_ corn 

b -most hbi 


nr-n«3roM9n?fl1 7b1 Ofrl 
Uv Uo i Uni v 6 U 1 / jjiuxJX 


Seq. No. 


394940 


Contig ID 


55166JL.R1084 


o -most boi 




Seq. No. 


O A Q A 1 


Contig ID 




5 -most Ebl 


Ut OSIOl'liU^ U -L DUU 


Seq. No. 


o y 4 y4z 


Contig ID 


CC179 1 Pi Off 4 


•J IlLOo U £iOl 


uC-osroM202016d07bl 


Method 


BLASTX 


NCBI GI 


gl710401 


BLAST score 


4 97 


E value 


3.0e-50 


Match length 


119 


% identity 


80 



NCBI Description 



Seq. No. 

Contig 10 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RIBONUCLEOTIDE REDUCTASE) (R2 SUBUNIT) 

>gi_1044912_emb_CAA63194_ (X92443) ribonucleotide reductase 
R2 TNicotiana tabacum] 

394943 

55172_2.R1084 

uC-osroM202018bllbl 

BLASTX 

g!710401 

518 

1.0e-52 

122 

82 

RIB0NUCLEOSIDE-DIPHOSPHATE REDUCTASE SMALL CHAIN 
(RIBONUCLEOTIDE REDUCTASE) (R2 SUBUNIT) 

>gi__104 4 912_emb__CAA63194_ (X92443) ribonucleotide reductase 
R2 [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394944 

55195JL.R1084 
g2312196 

394945 

55196_1.R1084 

uC-osroM202016f05al 

BLASTX 

g3746060 

156 

4.0e-10 

36 
83 

(AC005311) unknown protein [Arabidopsis thaliana] 



Seq. No. 



394946 



50318 



# 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



55220_1.R1084 
uC-osroM202016h07al 

394947 

55248_1.R1084 
g2800511 

394948 

55249_1.R1084 

g2310301 

BLASTX 

g5902363 

472 

2.0e-50 

164 

59 

(AC009322) Putative coatomer protein complex, 
2 (beta prime) [Arabidopsis thaliana] 

394949 

55273_1.R1084 

g2799193 

BLASTN 

g310775 

53 

1.0e-20 

53 

100 

PhageScript SK cloning vector 
394950 

55277__1.R1084 
uC-osroM202017cl0al 

394951 

55290_1.R1084 
g3760693 

394952 

55293JL.R1084 
uC-osroM202017e02al 

394953 

55295_1.R1084 
g3767810 

394954 

55305JL.R1084 
uC-osroM202017ellal 

394955 

55306_1.R1084 
g2317507 

394956 

55307JL.R1084 
g4714115 



subunit beta 



50319 



Seq. No. 


394957 


Contig ID 


55337_1.R1084 


5 1 -most EST 


go /oil / y 


Seq. No. 


394958 


Contig ID 


55338J..R1084 


5 ' -most EST 


uu — osroixiz uzui /iiujdi 


Seq. No. 


394959 


Contig ID 


55343JL.R1084 


5 f -most EST 


go / bou / o 


Seq. No. 


394960 


Contig ID 


55355_1.R1084 


5' -mo st EST 


UC-OSroMZUzUloDUoDl 


Seq. No. 


394961 


Contig ID 


55365_1.R1084 


5 T -most EST 


UC-OSroMzUZUloClUDl 


Seq. No. 


394962 


Contig ID 


55371_1.R1084 


5 '-most EST 


uC-osroM202uloallJDl 


Seq. No. 


394963 


Contig ID 


55378 1.R1084 


5' -most EST 


uC-osroM202018f Olbl 


Seq. No. 


394964 


Contig ID 


55383 1 . R1084 


T~ | _ _ 4_ prim 

o -most EST 


uo osroixizuz u ± o -L ± xjj± 


Method 


BLASTX 


NCBI GI 


g4874273 


BLAST score 


607 


E value 


1.0e-100 


Match length 


320 


% identity 


56 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



(AC007354) Similar to gi_3128199 F4I1.5 putative proteinase 
from Arabidopsis thaliana BAC gb_AC004521 

394965 

55400_1.R1084 

uC-osroM202019a07al 

BLASTX 

g3702332 

235 

4.0e-19 

166 

33 

(AC005397) unknown protein [Arabidopsis thaliana] 
394966 

55407J..R1084 
uC-osroM202019allal 



Seq.. No. 



394967 



50320 



ft 



uontiig iu 


^^AAA 1 R10P4 


o most. Hjoi 




Method 


£3 J_irlO 1 A 


NCBI GI 


goUuDo / 4 


BLAST score 


395 


E value 


5.0e-38 


Match, length 


1 AO 


% identity 


0 4 


NCBI Description 


(AC008153) putative UDP-glucuronosyltransi 




[Arabidopsis thaliana] 


Seq. No. 


jy4 y do 


Contig ID 


00400 J..K1UC54 


S'-most EST 


uc— osroM2Uzuiye±uai 


Seq. No. 


330.3 by 


Contig ID 


004 /O 1 ,K±Uo4 


o -most Hjo i 


go / / iujo 


Method 


DT a city 


NCBI GI 


g836954 


BLAST score 


400 


E value 


o • ue oy 


Match length 




% identity 


57 


NCBI Description 


(U20948) receptor protein kinase [Ipomoea 


Seq, No. 


oy4y /u 


Contig ID 


55477 1.R1084 


5' -most EST 


uC-osroM202019g01al 


Seq. No. 


4 y / i 


Contig ID 


55480 1.R1084 


5' -most EST 


g3759160 


Seq. No. 


QQyl Q'7 O 

o y4 y / 2 


Contig ID 


rr /too -i nl AO/ 

O04oo I.RlUo4 


^ t _r_ t— i t*n 

5' -most EST 


uC-osroM2Q201ygUoal 


Seq. No. 


oy4 y /o 


Contig ID 


0O4y4 ±.K±Uo4 


C ? , — 4- T7 Qrp 

o — most xuoi 


g4 / iJJO £ 


Method 


"DT 7\ O TV 


NCBI GI 


g5042155 


BLAST score 


131 


E value 


i . ue— 12 


Match length 


Q'7 

y / 


% identity 


40 


NCBI Description 


(AL078620) putative protein [Arabidopsis 


Seq. No. 


oy4 y / 4 


Contig ID 


ooo04 l.RlUo4 


5 1 -most EST 


q3 / oloyo 


Seq. No. 


394975 


Contig ID 


55507 1.R1084 


5 ? -most EST 


uC-osroM202020a01bl 


Method 


BLASTN 



5 ' partial 



50321 



€1 



NCBI GI 


g5042437 


BLAST score 


46 


£j VdlUc 




Match length 


y u 


% identity 


44 


NCBI Description 


Oryza sativa BAC T4i 


beq. NO. 


O -?4 _7 / D 


uonrig xu 


CCC1 /I 1 

000±4 J. . K.L U O 4 


C f -m ai-i'I- TOT 1 

o -mosr rjbi 


gouoy uo 4 


beq. no. 


077 

jy^y / / 


uoncig ±u 


00040 1 .r\lUOfi 


O ILLUo L LOl 


uC~n<^rr,M9()? 09001 Obi 




JD lJ.tt.kJ X £\ 


NCBI GI 


g!402920 


BLAST score 


202 


& vaiue 


0 flea— 94 


riancn ±engT,n 




% identity 


53 


NCBI Description 


(X98321) peroxidase 


beq. no. 


Q7Q 
O -7 ft -7 / O 


Contig ID 


55570 1.R1084 


5 T -most EST 


g37€1277 


Seq. No. 


oy 4 y / y 


Contig ID 


55573 1.R1084 


5' -most EST 


uC-osroM202020el0al 


Seq. No. 


oy4you 


conrxg jljj 




o -most EST 


UL/ — osroJxizuzuzunu /d± 


beq. No. 


oy4 y o± 


Oontig lu 


00OO4 ±.1\1UC>4 


0 ItlOSu JLCrT 




L v ie UflOCl 


RT a CITY 


NCBI GI 


g4587992 


BLAST score 


273 


E value 


1 fi<^-9 ^ 


ixicLL.cn xengun 


o o 


% identity 


56 


NCBI Description 


(AF085279) protein ; 


beq. no. 


oy4 yoz 


Contig ID 


OODDZ 1.R1Uo4 


5 1 -most EST 


gzoUlz(J4 


Seq. No. 


oy4ybo 


Contig ID 


ooo/Z i.Kluo4 


w) ILLvJoU Hi OX 


y ji. *i i j£. / / u 


Method 


BLASTX 


NCBI GI 


g4097547 


BLAST score 


460 


E value 


9.0e-46 


Match length 


168 



50322 



D 



% identity 41 

NCBI Description (U64906) ATFP3 [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



394984 

55677_1.R1084 

g571553 

BLASTX 

g4510430 

461 

6.0e-46 

112 

78 

(AC006929) unknown protein, 3' partial [Arabidopsxs 
thaliana] 

394985 

55683_1.R1084 
g3763047 

394986 

55698J..R1084 

uC-osroM202023bl2bl 

BLASTX 

g!35640 

541 

3.0e-55 

121 

56 

TRANSCRIPTION INITIATION FACTOR TFIID (TATA-BOX FACTOR) 

(TATA SEQUENCE-BINDING PROTEIN) (TBP) >gi_72901_pir TWP02D 

transcription initiation factor IID - potato 
>gi_21581_emb_CAA44360_ (X62494) TATA-binding protein 
[Solanum tuberosum] 

394987 

55713JL.R1084 

uC-osroM202023fl0bl 

BLASTX 

g3142292 

525 

2.0e-53 

135 

77 

(AC002411) Contains similarity to tetratricopeptide repeat 
protein gb_U4 6571 from home sapiens. EST gb_Z47802 and 
gb_Z48402 come from this gene. [Arabidopsis thaliana] 

394988 

55714_1.R1084 
uC-osroM202023g01bl 

394989 

55758JL.R1084 
uC-osroM202024cl2bl 

394990 

55796 1.R1084 



50323 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



uC-osroM202024fllal 

BLASTX 

g5852089 

202 

1.0e-15 

43 

79 

(AL117264) zwhl2.1 [Oryza sativa] 
394991 

55798JL.R1084 
g4969183 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



394992 

55802J..R1084 
g3761549 

394993 

55803_1.R1084 

g2311996 

BLASTX 

g2281631 

167 

7.0e-12 

82 
51 

(AF003096) AP2 domain containing protein RAP2.3 
[Arabidopsis thaliana] 

394994 

55814JL.R1084 

g3762996 

BLASTX 

g3341511 

361 

3.0e-34 

104 

75 

(AJ231134) cinnamoyl-CoA reductase [Saccharum officinarum] 
394995 

55842JL.R1084 
uC-osroM202025allal 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



394996 

55847JL.R1084 
g4716267 

394997 

55850_1.R1084 

g3768957 

BLASTX 

gl236961 

346 

2.0e-32 

89 

66 



50324 



NCBI Description (U50201) prunasin hydrolase precursor [Prunus serotina] 



Seq. No. 

Contig ID 
5 '-most EST 



394998 

55866_1.R1084 
uC-osroM202025c06al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



394999 

55901_1.R1084 

uC-osroM202025f03bl 

BLASTX 

gl504012 

214 

6.0e-17 

124 
36 

(D86969) similar to Human zinc-finger protein, 
BR140(P1:JC2069) [Homo sapiens] >gi__58 0524 8_gb_AAD51 905 . 1_ 
(AF127774) unknown [Homo sapiens] 

395000 

55926_1.R1084 

uC-osroM202025gl2bl 

BLASTX 

g425685 

224 

3.0e-18 

146 

36 

thimet oligopeptidase=soluble angiotensin II-binding 
protein homolog {EC 3.4.24.15} [rats, testis, Peptide, 687 
aa] 



395001 

55965_1.R1084 

g3767840 

BLASTN 

g5091597 

37 

3.0e-ll 

120 
46 

Oryza sativa chromosome 1 BAC 10A19I, 
395002 

55974_1.R1084 
gl632398 

395003 

55998JL.R1084 
uC-osroM202027d07al 



complete sequence 



Seq. No. 
Contig ID 
5 '-most EST 



395004 

56021_1.R1084 
uC-osroM202027fllal 



Seq. No. 
Contig ID 



395005 

56027 1.R1084 



50325 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



uC-osroM202027h03al 

BLASTX 

g3252868 

319 

3.0e-29 

98 

61 

(AF033536) putative zinc transporter [Arabidopsis thaliana] 
395006 

56057_1.R1084 

uC-osroM202028a!0bl 

BLASTX 

gl076580 

291 

1.0e-29 

85 

69 

alcohol dehydrogenase homolog ADH3b - tomato 
>gi_913446_bbs_160508 (S75487) alcohol dehydrogenase ADH 
{EC 1.1.1.1} [Lycopersicon esculentum=tomatoes, cv. red 
cherry, Peptide, 390 aa] [Lycopersicon esculentum] 

395007 

56058_1.R1084 
g4879905 

395008 

56059JL.R1084 

g568140 

BLASTX 

g4835761 

210 

3.0e-16 
78 
45 

(AC007202) T8K14, 



10 [Arabidopsis thaliana] 



395009 

56070_1.R1084 

uC-osroM202029g05al 

BLASTX 

g2182267 

277 

2.0e-24 

69 

80 

(L37359) lipoxygenase [Hordeum vulgare] 
395010 

56074_1.R1084 
uC-osroM202028bllbl 



Seq. No. 
Contig ID 
5' -most EST 



395011 

56112_1.R1084 
g3766993 



50326 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395012 

56128_1.R1084 

g5005437 

BLASTX 

g4836452 

153 

7.0e-10 

89 
39 

(AF121878) cytidine deaminase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



395013 

56137JL.R1084 
uC-osroM202028f08al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395014 

56139_1.R1084 

uC-osroM202028f09bl 

BLASTX 

g4887741 

276 

1.0e-24 

71 

76 

(AC006533) molybdopterin biosynthesis cnx2 protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



395015 

56159_1.R1084 
uC-osroM202028h07al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395016 

56163_1.R1084 

g5038996 

BLASTX 

g2618699 

145 

3.0e-09 

88 

32 

(AC002510) unknown protein [Arabidopsis thaliana] 
395017 

56181JL.R1Q84 

uC-osroM202029al0al 

BLASTX 

g2493123 

200 

2.0e-15 

41 

93 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_1051258 (U36939) vacuolar ATPase catalytic 
subunit [ Horde um vulgar e] 



Seq. No. 
Contig ID 



395018 

56198 1.R1084 



50327 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% .identity 

NCBI Description 



uC-osroM202029b06al 

BLASTX 

g4874306 

236 

1.0e-19 

78 
59 

(AC006053) hypothetical protein [Arabidopsis thaliana] 
395019 

56221_1.R1084 

uC-osroM202029cl0bl 

BLASTX 

g4262167 

274 

7.0e-24 

148 

31 

(AC005275) putative LRR receptor-linked protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



395020 

56242_1.R1084 
uC-osroM202029f01al 



Seq. No. 
Contig ID 
5 '-most EST 



395021 

56253_1.R1084 
uC-osroM202029f09al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395022 

56295JL.R1084 

g37€2361 

BLASTX 

g3913181 

384 

6.0e-37 

97 

80 

C I NNAMYL- ALCOHOL DEHYDROGENASE (CAD) >gi_2388662 (AF010290) 
cinnamyl alcohol dehydrogenase [Lolium perenne] 



Seq. No. 
Contig ID 
5' -most EST 



395023 

56327_1.R1084 
uC-osroM202030c01al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395024 

56333_1.R1084 

uC-osroM202030c06al 

BLASTX 

g4559333 

219 

2.0e-17 

87 

53 

(AC007087) unknown protein [Arabidopsis thaliana] 



Seq. No. 



395025 



50328 



Contig ID 
: 5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 



56393JL.R1084 

g3766693 

BLASTX 

g2160166 

253 

2.0e-21 
95 
57 

(AC000132) 



No definition line found [Arabidopsis thaliana] 



395026 

56400_1.R1084 
uC-osroM202030h02al 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395027 

56410JL.R1084 
uC-osroM202033c03al 

395028 

56414_1.R1084 

uC-osroM202031a06bl 

BLASTX 

gl685003 

207 

3.0e-16 

127 

39 

(U32643) immediate-early salicylate-induced 
glucosyltransferase [Nicotiana tabacum] 

395029 

56420JL.R1084 

g2827172 

BLASTX 

g2979562 

210 

2.0e-16 

57 
70 

(AC003680) unknown protein [Arabidopsis thaliana] 
>gi_3386623 (AC004665) unknown protein [Arabidopsis 
thaliana] 

395030 

56444JL.R1084 
uC-osroM202032a01al 

395031 

56445_1.R1084 

uC-osroM202033b01bl 

BLASTX 

g3445201 

214 

2.0e-17 

67 

64 

(AC004786) unknown protein [Arabidopsis thaliana] 



50329 



Seq. No. 


395032 


Contig ID 


56463 1.R1084 


5 '-most EST 


g5038810 


Seq. No. 


395033 


Contig ID 


56513 1.R1084 


»J Lll\J O L. J— iO i 


uC-osroM202032e09al 


Seq. No. 


395034 


Contig ID 


56528 1.R1084 




g3767933 


Seq. No. 


395035 


Contig ID 


56531JL.R1084 




uC-osroM2 02032 fllbl 


Seq. No. 


395036 


Contig ID 


56563 1.R1084 




uC-osroM202033a03al 


O C ^ * V*\J m 


395037 


O e-\ -n +- *i Tn 

L/OnT-iy ±u 


1 R1084 


5 T -most EST 

-J 1LLW O L. J— I X 


uC-osroM202033a07al 


oeq • 1NO . 


J *J \J Ju 


^.UXIL-Xy JLLf 


56594 1 R1084 


d most Jiio i 


aS715^9 

y / i j j j 


Method 


BLASTX 


NCBI GI 


g3063455 


DJ_i.tt.ol ot-UJ-ti 


415 


Hi Value 


1 . 0e-40 


ixiaT.cn iengi.n 


1 01 

J-vl 


Q- i /"N r*\ t"\ 4* ^ t r 

^ laeniiLy 






(AC003981) F22013.17 


beq. no. 




Print- 1 rr TD 


56595 1.R1084 


0 ItlOSU ILOl 


iin-n^rnM?0?033cGlal 

U,V_f \J O J_ Ut I LVbV J J W W -JL. U J- 


Method 


BLASTX 


NCBI GI 


g4314378 


BLAST score 


251 


E value 


2.0e-21 


Match length 


112 


% identity 


41 


NCBI Description 


(AC006232) putative 



[Arabidopsis thaliana] 



lipase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



395040 

56616JL.R1084 

g2312368 

BLASTX 

g6056371 

426 

7.0e-42 
165 



50330 



% . identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ' -most EST 



54 

(AC009894) nucleolar protein [Arabidopsis thaliana] 
395041 

56638 Jl.R1084 
uC-osroM202033h04al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



395042 

56651_1.R1084 

uC-osroM202036d08bl 

BLASTX 

g2352492 

409 

1.0e-44 

155 
59 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 

395043 

56673JL.R1084 

uC-osroM202033g07al 

BLASTX 

gl497987 

152 

7.0e-10 

40 

72 

(U62798) SCARECROW [Arabidopsis thaliana] 
395044 

56730_1.R1084 
g3760072 

395045 

56734_1.R1084 

uC-osroM202034f07al 

BLASTX 

g3341693 

223 

3.0e-18 

69 

59 

(AC003672) unknown protein [Arabidopsis thaliana] 
395046 

56755_1.R1084 
g4714822 

395047 

56768_1.R1084 
uC-osroM202034h09al 



Seq. No. 
Contig ID 
5 '-most EST 



395048 

56775_1.R1084 
uC-osroM202034h06al 



50331 



Seq, No. 
Contig ID 
5 '-most EST 



395049 

56776_1.R1084 
uC-osroM202034h06bl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395050 

56783_1.R1084 

uC~osroM202035a02bl 

BLASTX 

g4680197 

379 

4.0e-36 

94 

78 

(AF114171) putative beta-ketoacyl-CoA synthase [Sorghum 
bicolor] 



Seq. No. 
Contig ID 
5 '-most EST 



395051 

56788_1.R1084 
uC-osroM202035b03al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395052 

56793J..R1084 

g5004608 

BLASTX 

g3395432 

836 

9.0e-90 

195 

78 

(AC004683) unknown protein [Arabidopsis thaliana] 

>gi_5731261_gb_AAD48838.1_AF166352_l (AF166352) 

alanine : glyoxylate aminotransferase 2 homolog [Arabidopsis 

thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



395053 

56831_1.R1084 

uC-osroM202035d02al 

BLASTX 

g2982283 

184 

2.0e-13 

51 

69 

(AF051226) PREG-like protein [Picea mariana] 
395054 

56837JL.R1084 
g3762766 

395055 

56838_1.R1084 
uC-osroM202035dllal 



Seq. No. 
Contig ID 
5 '-most EST 



395056 

56840_1.R1084 
uC-osroM202035e01al 



50332 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 

. Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g2827143 

336 

3.0e-31 

136 

48 

(AF027174) 



cellulose synthase catalytic subunit 



[Arabidopsis thaliana] 
395057 

56847_1.R1084 

g4715966 

BLASTX 

g2459419 

236 

3.0e-28 

233 

38 

(AC002332) hypothetical protein [Arabidopsis thaliana] 
395058 

56848J..R1084 
uC-osroM202035e06bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



395059 

56852_1.R1084 
g3766972 

395060 

56861_1.R1084 
uC-osroM202035f03al 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



395061 

56866JL.R1084 
g3759158 

395062 

56875JL.R1084 

uC-osroM202035fl2bl 

BLASTX 

g6041853 

499 

4.0e-50 

215 

50 

(AC009853) hypothetical protein [Arabidopsis thaliana] 
395063 

56926_1.R1084 
g5004515 

395064 

56954_1.R1084 

uC-osroM202036f04al 

BLASTX 

g3548810 

237 



50333 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



2.0e-19 

153 

34 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

395065 

56968JL.R1084 
g4714321 

395066 

56970_1.R1084 

uC-osroM202037h08al 

BLASTN 

g5042437 

40 

6.0e-13 

74 

79 

Oryza sativa BAC T49B20 genomic sequence, complete sequence 
395067 

56979_1.R1084 
uC-osroM202036h06al 



Seq. No. 
Contig ID 
5 '-most EST 



395068 

57024JL.R1084 
uC-osroM202037c08al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395069 

57041_1.R1084 

uC-osroM202037dl0al 

BLASTX 

g2642448 

107 

8.0e-12 

187 

34 

(AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187_gb_AAC17830.1_ (AC004401) hypothetical protein 
[Arabidopsis thaliana] 

395070 

57046JL.R1084 

uC-osroM202037e07al 

BLASTX 

g2541876 

278 

1.0e-26 

114 

56 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



Seq. No. 
Contig ID 
5' -most EST 



395071 

57047_1.R1084 
g3760315 



50334 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g3702323 

249 

4.0e-21 

98 

63 

(AC005397) unknown protein [Arabidopsis thaliana] 
395072 

57067JL.R1084 
uC-osroM202037f04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



395073 

57072_1.R1084 

uC-osroM202037f09al 

BLASTN 

g5441876 

115 

2.0e-57 

207 

89 

Oryza sativa genomic DNA, chromosome 2, clone : P0437H03 
(contig b) 

395074 

57072_2.R1084 

g5005210 

BLASTN 

g5441876 

285 

1.0e-159 

352 

94 

Oryza sativa genomic DNA, chromosome 2, clone : P0 4 37 HO 3 
(contig b) 

395075 

57077JL.R1084 
uC-osroM202037f!2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



395076 

57088JL.R1084 

g3763499 

BLASTX 

g3123130 

404 

3.0e-39 

123 

16 

HYPOTHETICAL 61.8 KD TRP-ASP REPEATS CONTAINING PROTEIN 
T32G6.2 IN CHROMOSOME II >gi_2618685 (AC002510) putative 
small nuclear ribonucleoprotein Prp4p [Arabidopsis 
thaliana] >gi_3241948 (AC004625) putative small nuclear 
ribonucleoprotein Prp4p [Arabidopsis thaliana] 

395077 

57092 1.R1084 



50335 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Co'ntig ID 
5 '-most EST 



uC-osroM202037h07al 

BLASTX 

g282994 

572 

8.0e-60 

161 

76 

Sipl protein - barley >gi_167100 (M77475) 
protein [Hordeum vulgare] 

395078 

57095JL.R1084 
uC-osroM202037h04al 



seed imbibition 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



395079 

57109_1.R1084 

uC-osroM202038a02bl 

BLASTX 

g3738331 

206 

6.0e-16 

51 

69 

(AC005170) unknown protein [Arabidopsis thaliana] 
395080 

57163_1.R1084 

uC-osroM202038e05al 

BLASTX 

g4467122 

134 

3.0e-09 

148 

24 

(AL035538) putative protein [Arabidopsis thaliana] 
395081 

57176JL.R1084 
uC-osroM202038f04bl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



395082 

57187JL.R1084 

g4715917 

BLASTX 

g3218550 

227 

3.0e-18 

199 

37 

(AB009399) Cdk-activating kinase lAt [Arabidopsis thaliana] 
>gi_4972044_emb_CAB43912.1_ (AL078470) Cdk-activating 
kinase CAKlAt [Arabidopsis thaliana] 

395083 

57193JL.R1084 

g5005169 

BLASTX 



50336 



NPRT 

LN^JDJ. OJ. 




IDT 7\Q r P qpnro 


*± +j y 


E value 


9.0e-46 


Match length 


150 


% lUcIiLi ty 


o o 




\£\\s\J\J *J 0\J J } L {AUiJy J- J_ JVC- 




^yl *± *± ,7 O .7 Q \ flv UUUU / , 




thaliana] 


beq. NO. 


jy ouo 4 


uonrig lu 


o / ±yo 1 . K±Uo 4 


J ILlvJot. DDI 




Mpt*hriH 


RT.ASTX 


NCBI GI 


g2244866 


BLAST score 


315 


E value 


JL • Uc ^0 


natCii xengtn 




% identity 


53 


NCBI Description 


(Z97337) hypothetical 


beq. jno . 




Contig ID 


57198 1.R1084 


5 '-most EST 


uC-osroM202038gllbl 


beq, jno. 




Contig ID 


57218 1.R1084 


5 f -most EST 


uC-osroM202039a05al 


Seq. No. 


jyouo / 


Lonxig ID 


O /ZZZ 1 .KlUo4 


a -most Ebr 


giooi / yy 


beq. no . 


oyouoo 


uontig lu 


O / / 1 . KlUo 4 




O 5 r OiXlZ U^UjjIU Jdl 






NCBI GI 


g3822036 


BLAST score 


201 


TP TT 3 1 11 y**\ 


Z • Uc 


Lyiax.cn _i_engi.n 


±U4 


t> laenuixy 


OO 


NCBI Description 


(Aru / Zj^oj enao i / o i 


beq. LNo. 


oyouo y 


uontig iu 


3 / jy D 1 . KlUO 4 


o most ibi 


ul osroiyizUiCU^ xnu yDi 


IXiC U 11 OU 


RT aOTY 


KTr*T3T r*T 
NLdI bl 


gz loui / 4 


DijAbi score 




E value 


o . ue d± 


Match length 


138 


% identity 


67 


NCBI Description 


(AC000132) Identical • 




gb_AT T S 3 9 2 7 , gb_N 96446 




thaliana] 



putative tubby protein [Arabidopsis 



A. thaliana PUR2 



(gb_X74766) . ESTs 
. [Arabidopsis 



Seq. No. 



395090 



50337 



Contig ID 57397_1 .R1084 

5 '-most EST g5667307 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395091 

57401JL.R1084 

g286272 

BLASTN 

g6016845 

35 

9.0e-10 

51 
34 

Oryza sativa genomic DNA, chromosome 1, clone : P0711E10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395092 

57402JL.R1084 

g286273 

BLASTX 

g4220524 

163 

3.0e-18 

87 

57 

(AL035356) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



395093 

57406J..R1084 
g2312708 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 



395094 

57406_2.R1084 
g2311664 

395095 

57411_1.R1084 
g4714989 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395096 

57414JL.R1084 

g286285 

BLASTX 

g3135273 

161 

1.0e-10 

106 
35 

(AC003058) hypothetical protein [Arabidopsis thaliana] 
>gi_4191773 (AC005917) putative WD-40 repeat protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



395097 

57415JL.R1084 
g286286 

395098 

57419JL.R1084 
g286291 



50338 



€1 



Method BLASTX 

NCBI GI g4263519 

BLAST score 446 

E value 2.0e-44 

Match length 95 

% identity 92 

NCBI Description (AC004044) small nuclear riboprotein Sm-Dl [Arabidopsis 

_ - - - ' thaliana] ^. - . 

Seq. No. 395099 

Contig ID 57425_1 .R1084 

5 '-most EST g286298 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395100 

57429JL.R1084 

g286303 

BLASTX 

g2583121 

303 

2.0e-27 

77 

70 

(AC002387) putative phosphotransferase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



395101 

57430_1.R1084 
g286304 

395102 

57432JL.R1084 
g286306 

395103 

57438JL.R1084 
g2442755 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395104 

57439J..R1084 

g286314 

BLASTX 

gl40474 

141 

6.0e-ll 

130 

31 

HYPOTHETICAL 69.2 KD PROTEIN IN HSP30-PMP1 INTERGENIC 

REGION >gi_83212_pir S19434 probable transport protein 

YCR023c - yeast (Saccharomyces cerevisiae) 
>gi_1907167_emb_CAA42315_ (X59720) YCR023c 7 len:611 
[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



395105 

57441_1.R1084 
g2275907 
BLASTX 
g2129752 



50339 



BLAST score 310 
E value . 5.0e-28 

Match length 99 
% identity 59 
NCBI Description thioredoxin - Arabidopsis thaliana >gi_992964_emb_CAA84 612 
(Z35475) thioredoxin [Arabidopsis thaliana] 




Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
S'-most EST 



395106 

57450J>:R1084 
g286325 

395107 

57451_1.R1084 
g3760673 

395108 

57471_1.R1084 
g286347 

395109 

57475_1.R1084 
g286352 

395110 

57476_1.R1084 
g427123 

395111 

57477_1.R1084 
g286354 



Seq. No. 395112 

Contig ID 57478_1 .R1084 

5' -most EST g28€355 

Method BLASTX 

NCBI GI g6006850 

BLAST score 159 

E value 1.0e-10 

Match length 35 

% identity 83 

NCBI Description (AC009540) putative GAR1 protein [Arabidopsis thaliana] 

Seq. No. 395113 

Contig ID 57487_1 . R1084 

5 '-most EST g4968914 

Method BLASTX 

NCBI GI g882341 

BLAST score 245 

E value 1.0e-20 

Match length 90 

% identity 56 

NCBI Description (U24702) LRP1 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



395114 

57493_1.R1084 

g286370 

BLASTX 



50340 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 r -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4210330 
493 

1.0e-56 

144 
74 

(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 
[Arabidopsis thaliana] 

395115 ' - ^ " 

57499_1.R1084 

g286376 

395116 

57500_1.R1084 

g286377 

BLASTX 

g5669634 

239 . 

5.0e-25 

119 

60 

(AF096246) ethylene-responsive transcriptional coactivator 
[Lycopersicon esculentum] 

395117 

57500_2.R1084 
g5004245 

395118 

57512_1.R1084 

g286389 

BLASTN 

g4680189 

233 

1.0e-128 

579 

98 

Oryza sativa subsp. indica putative dnaJ-like protein, 
putative myb-related protein, putative farnesyl 
pyrophosphate synthase, and hypothetical protein genes, 
complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395119 

57513J..R1084 

g286390 

BLASTX 

g4191791 

434 

1.0e-42 

171 

60 

(AC005917) putative sf21 
[Arabidopsis thaliana] 



{Helianthus annuus} protein 



Seq. No. 
Contig ID 
5' -most EST 



395120 

57518JL.R1084 
g2431351 



50341 



Method 

■NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3236259 

520 

8.0e-53 

129 

75 

(AC004684) putative alcohol dehydrogenase [Arabidopsis 
thaliana], >gi_4895207_gb_AAD327 94 . 1__AC007661_31 (AC007661) 
putative alcohol dehydrogenase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



395121 

57530JL.R1084 
g6024995 

395122 

57534JL.R1084 
g286412 

395123 

57535_1.R1084 
g286413 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395124 

57542JL.R1084 

g5667316 

BLASTX 

g4263509 

567 

1.0e-58 

169 

70 

(AC004044) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



395125 

57549_1.R1084 
g5038770 

395126 

57553_1.R1084 
g286433 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395127 

57565_1.R1084 

gl036898 

BLASTX 

g3080738 

530 

3.0e-54 

125 

74 

(U77365) pasticcino 1- 



A [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



395128 

57566JL.R1Q84 
g286448 " 
BLASTX 
g2414617 



50342 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

-S^-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



127 

2.0e-13 

194 

32 

(Z99259) hypothetical protein [Schizosaccharomyces pombe] 
395129 

57568_1.R1084 

g286450 „ 
BLASTX 
g4759180 
160 

2.0e-10 

121 
35 

serine/threonine kinase 19 >gi_1082305_pir A53439 

complement C4A 5 '-region protein RP - human >gi_452067 
(L26261) RP1 [Homo sapiens] >gi__500622 (L26260) MHC 
HLA-RP-complement system protein [Homo sapiens] 

395130 

57571JL.R1084 
g3760758 

395131 

57574_1.R1084 
g286456 

395132 

57576_1.R1084 
g286458 

395133 

57581_1.R1084 

g5004005 

BLASTN 

g342661 

377 

0.0e+00 

604 

99 

Maize mitochondrial 26S rRNA gene and flanks 



395134 

57581J2.R1084 

g431836 

BLASTN 

g343690 

365 

0.0e+00 

379 

99 

Wheat mitochondrial 26S rRNA gene, 



complete cds 



395135 

57602JL.R1084 
g572001 



50343 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID- 
S' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€> 

BLASTX 

g4803956 

193 

1.0e-14 

157 

34 

(AC006202) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

395136 

57616JL.R1084 

g!632293 

BLASTN 

g559342 

106 

3.0e-52 

158 

94 

Human TBXAS1 gene for thromboxane synthase, exon 
395137 

57617__1.R1084 

g3760787 

BLASTX 

g2960364 

462 

2.0e-68 

233 

58 

(AJ224986) cinnamoyl CoA reductase [Populus balsamifera 
subsp. trichocarpa] 

395138 

57617_2.R1084 

g5038894 

BLASTX 

g2960364 

260 

3.0e-22 

101 

55 

(AJ224986) cinnamoyl CoA reductase [Populus balsamifera 
subsp. trichocarpa] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



395139 

57619JL.R1084 
g3760788 

395140 

57621JL.R1084 

g3760790 

BLASTN 

g5091597 

376 

0.0e+00 

461 

99 



50344 



NCBI Description Oryza sativa chromosome 1 BAC 10A19I, complete sequence 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 



395141 

57627_1.R1084 
g4968784 

395142 

57634_1.R1084 
g3760797 

395143 

57639_1.R1084 
g4881174 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395144 

57653_1.R1084 

g286548 

BLASTX 

g4539389 

304 

2.0e-28 

116 

57 

(AL035526) putative protein kinase [Arabidopsis thaliana] 
395145 

57657_1.R1084 

g286552 

BLASTX 

g4539383 

292 

5.0e-26 

113 

47 

(AL035526) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395146 

57660_1.R1084 

g3760814 

BLASTX 

g6094211 

369 

3.0e-35 

79 

89 

PROBABLE SMALL NUCLEAR RIBONUCLEOPROTEIN G (SNRNP-G) (SM 
PROTEIN G) >gi_3738322 (AC005170) putative small nuclear 
ribonucleoprotein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



395147 

57671_1.R1084 

g286568 

BLASTX 

g4803938 

104 

1.0e-10 



50345 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
'5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



# 

44 
80 

(AC006264) putative aromatic amino acid permease 
[Arabidopsis thaliana] >gi_5139337_emb_CAB45643 . 1_ 
(AJ243221) putative AUXl-like permease [Arabidopsis 
thaliana] 

395148 

57677JL.R1084 

g286574 

BLASTX 

g3287944 

233 

3.0e-19 

76 
57 

HYPOTHETICAL 16.2 KD PROTEIN C3D6.08C IN CHROMOSOME II 
>gi_2117304_emb_CAB09117.1_ (Z95620) hypothetical protein 
[Schizosaccharomyces pombe] 

395149 

57678_1.R1084 

g286577 

BLASTX 

g2500380 

508 

2.0e-51 

105 
88 

60S RIBOSOMAL PROTEIN L44 >gi_2119128_pir JC4 923 ribosomal 

protein RL44 - upland cotton >gi_1553129 (U64 677) ribosomal 
protein L44 isoform a [Gossypium hirsutum] >gi_1553131 
(U64678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 

395150 

57686_1.R1084 
g286585 

395151 

57687JL.R1084 
g3759717 

395152 

57703J..R1084 

g286602 

BLASTN 

g2342495 

61 

3.0e-25 

153 

85 

Ananas comosus 



mRNA for bromelain, complete cds 



395153 

57711JL.R1084 
g3090575 



50346 



Method BLASTX 

NCBI GI g3015621 

BLAST score 139 

E value 2.0e-14 

Match length 87 

% identity 56 

NCBI Description (AF035460) low molecular weight heat shock protein 
precursor [Zea mays] 




Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



395154 

57713JL.R1084 
g287005 

395155 

57713_2.R1084 
g4878880 

395156 

57713_4.R1084 
g2312902 . 

395157 

57713_5.R1084 
g427014 

395158 

57713_6.R1084 
g2311220 

395159 

57713_7.R1084 
g425830 

395160 

57722_1.R1084 
g286622 

395161 

57728_1.R1084 
g286628 

395162 

57737JL.R1084 
g286637 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395163 

57749JL.R1084 

gl631765 

BLASTX 

gl00535 

268 

6.0e-23 

80 

64 

hypothetical protein - swollen duckweed 

>gi_1929057_emb_CAA32236_ (X14075) longest ORF (1) [Lemna 
gibba] 



50347 





395164 


Pontia ID 


57757 1.R1084 


S T -mo^t F.ST 


a2311259 


Method 


BLASTX 


NCBI GI 


g4325369 




173 


F. va 1 hp 


4 . Oe-15 


M^ir*}! 1 pnn"t~Vi 


130 


%. 1 Hpnt" i i~\T 

O 1UCH L. -L L. _y 


45 


NCBI Description 


(AF128396) T3H13.3 gene product [Arabidopsis thaliana] 






fnnticr ID 


57758 1.R1084 


5 1 -most EST 


g2866^0 


Lie LilUU. 


RT.A^TX 


inv^dx ox 


y jZi oz. ojo 


BLAST score 


316 


E value 


3.0e-29 




72 


?; i dpnt It V 


83 


NCR! Dp^rrintion 


(AJ238095) Lsiti3 protein [Homo sapiens] 




>rH ah AADSfi??7 1 AFT R22R9 1 (AF182289} U6 




csnRNA- a qqor iat pd Sm— like orotein LSm3 THomo saioiensl 


Q /-\ /-r NT/-, 

oeq • ino • 




Contia ID 


57759 1.R1084 


5 T -most EST 


g5039050 


Method 


BLASTX 


NCBI GI 


g2129648 


BLAST score 


448 


E value 


2.0e-44 


Match length 


158 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



61 

MYB-related protein 33, 3K - Arabidopsis thaliana 
>gi_1263095_emb_CAA90809_ (Z54136) MYB-related protein 
[Arabidopsis thaliana] 

395167 

57765_1.R1084 
g5004006 

395168 

57766JL.R1084 

g286669 

BLASTX 

g4262162 

283 

6.0e-28 

114 

59 

(AC005275) putative glycosylation enzyme [Arabidopsis 
thaliana] 

395169 

57767JL.R1084 
g286670 



50348 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 T -most EST. 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



emb_CAA21188_ 
[Schizosaccharomyces 



395170 

57772_1.R1084 
g286675 

395171 

57773JL.R1084 
g286676 - 

395172 

57774_1.R1084 

g286717 

BLASTX 

g6094168 

223 

6.0e-33 

101 

64 

40S RIBOSOMAL PROTEIN S20 >gi_3687464_ 
(AL031798) 40s ribosomal protein s20." 
pombe] 

395173 

57775_1.R1084 
g286678 

395174 

57776_1.R1084 
g286679 



395175 

57777_1.R1084 

g286680 

BLASTX 

g6091738 

166 

3.0e-ll 

34 

94 

(AC010797) putative glutaredoxin [Arabidopsis thaliana] 
395176 

57781J..R1084 
g286684 

395177 

57783_1.R1084 

g286687 

BLASTX 

g3080443 

253 

2.0e-21 

81 
54 

(AL022605) putative protein [Arabidopsis thaliana] 



Seq. No. 



395178 



50349 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



57787_1.R1084 

g286692 

BLASTX 

g4588007 

182 

5.0e-13 

75 

48 

(AF085279) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 



395179 

57799JL.R1084 
g286704 



Seq. No. 
Contig ID 
5' -most EST 



395180 

57806_1.R1084 
g2798174 



Seq. No. 
Contig ID 
5' -most EST 



395181 

57815J..R1084 
g286722 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395182 

57835_1.R1084 

g286748 

BLASTX 

g6056191 

227 

2.0e-18 

58 
74 

(AC009400) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395183 

57845_1.R1084 

g286762 

BLASTX 

gl346057 

564 

6.0e-58 

132 

80 

PROTEIN KINASE G11A >gi_100705_pir B30311 protein kinase C 

(EC 2.7.1.-) homolog - rice (fragment) >gi_169788 (J04556) 
G11A protein [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395184 

57868_1.R1084 

g3767037 

BLASTX 

g4337195 

448 

2.0e-44 

136 

68 

(AC006403) putative protein kinase 



[Arabidopsis thaliana] 



50350 



oeq. NO. 


OQC1 Q C 


/~i _ x_ * ^ -pr\ 

Contig ID 


3 / tf / 1 1 . Kl Uo 4 


3 HIO O U Hi O 1 




oeq. NO. 


Ji7 31o D 


UOuCig 1JJ 


C7QQ1 1 Dl ClQA 


R 1 _-m^-\ o +- T7CT" 

o — most Hjoi 




Method 




NCBI GI 


g3355483 


BLAST score 


257 


E value 


o . ue — zz 


Match, length 




% identity 


68 


NCBI Description 


(AC004218) gibberellin-regulated protein (GASA5) -1: 




LAraDiaopsis mananaj 


Seq. No. 


395187 


Contig ID 


57882JL.R1084 


o -most hoi 


gouoo ouo 


Seq. No. 


OQC1 QQ 


Contig ID 


37 8 93 1.R1U84 


3 -HIOSl iliOi 


g / uzoo / 


Seq. No. 


one 1 o c\ 


contig id 


o / yuu 1 . KlUo 4 


5' -most EST 


g286825 


Method 


BLASTX 


NCBI GI 


g4314361 


BLAST score 


1/4 


E value 


4 . ue-iz 


Match length 


46 


% identity 


78 


NCBI Description 


(ALUUoo4U; unKnown protein [AxaoicLopsis unananaj 


Seq. No. 


395190 


Contig ID 


57905_1.R1084 


o -most hoi 


gZoOoo4 


Seq. No. 


jyoiyi 


Contig ID 


r n ai A -i ri1 AO j1 

3/919 i.RiUo4 


3 — ItlOSu hoi 


gzo uo4o 


Seq. No. 


395192 


contiig lu 


O/yjU 1.K1U0 4 


o -most: bo i 


gzo do ou 


Method 


BLASTX 


NCBI GI 


g5734747 


BLAST score 


lo4 


Hi ValUC 




Match length 


72 


% identity 


56 


NCBI Description 


(AC007651) Hypothetical protein [Arabidopsis thali 


Seq. No. 


395193 


Contig ID 


57937JL.R1G84 



50351 



5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
...Contig - ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



g3760947 
395194 

57944_1.R1084 
g427296 

395195 

57966JL.R1084 
g2311565 

395196 

57971_1.R1084 
g2796563 

395197 

57972_1.R1084 
g286919 

395198 

57980JL.R1084 

g3760961 

BLASTN 

g5714761 

215 

1.0e-117 

263 
94 

Oryza sativa subsp. indica serine/threonine protein 
phosphatase PP2A-4 catalytic subunit (PP2A) gene, complete 
cds 



Seq. No. 


395199 






Contig ID 


57994 1.R1084 






5' -most EST 


g2310077 






Method 


BLASTX 






NCBI GI 


g3522945 






BLAST score 


194 






E value 


1.0e-24 






Match length 


217 






% identity 


38 






NCBI Description 


(AC004411) putative cytochrome P450 


[Arabidopsis 


thaliana] 


Seq. No. 


395200 






Contig ID 


58016 1.R1084 






5' -most EST 


g286967 






Method 


BLASTX 






NCBI GI 


gl076715 






BLAST score 


166 






E value 


2.0e-ll 






Match length 


39 






% identity 


77 






NCBI Description 


abscisic acid-induced protein HVA22 


- barley >gi_ 


_404589 




(L19119) A22 [Hordeum vulgare] 






Seq. No. 


395201 






Contig ID 


58020 1.R1084 






5 '-most EST 


g286974 







50352 



0 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395202 

58028_1.R1084 

g5005061 

BLASTX 

g3878342 

165 

1.0e-ll 

60 
53 

(Z81097) Similarity to Drosophila chromatin assembly factor 
1 P55 subunit (TR:Q24572); cDNA EST EMBL:C07605 comes from 
this gene; cDNA EST EMBL:C09018 comes from this gene; cDNA 
EST EMBL:C10119 comes from this gene; cDNA EST . 
>gi_3880742_emb_CAA19477.1_ (AL023833) Similarity to 
Drosophila chromatin assembly factor 1 P55 subunit 
(TR:Q24572); cDNA EST EMBL:C07605 comes from this gene; 
cDNA EST EMBL:C09018 comes from this gene; cDNA EST 
EMBL:C10119 comes from this gene; cDNA ES... >gi_4164608 
(AF116530) synthetic multivulva protein LIN-53 p48 
[Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395203 

58038JL.R1084 

g287000 

BLASTX 

g3549666 

336 

4.0e-31 

86 
76 

(AL031394) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395204 

58044_1.R1084 

g287006 

BLASTX 

g3445397 

224 

4.0e-23 

101 

57 

(AJ010166) S-domain receptor-like protein kinase [Zea mays] 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395205 

58045JL.R1084 

g287007 

BLASTN 

g984904 

41 

2.0e-13 

41 
100 

Plasmid pBSL142 cloning vector, complete sequence 



Seq. No. 

Contig ID 



395206 

58045 2.R1084 



50353 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g426517 
BLASTX 
g2224899 
286 

3.0e-25 

202 
37 

(U67133) DNA-binding protein PcMYBl [Petroselinum crispum] 
395207 

58051_1.R1084 

g287015 

BLASTX 

g6016330 

208 

6.0e-24 

83 

70 

EUKARYOTIC TRANSLATION INITIATION FACTOR 6 (EIF-6) 
>gi_3355311_emb_CAA08809_ (AJ009737) eukaryotic translation 
initiation factor 6 [Beta vulgaris] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



395208 

58053JL.R1084 
g287017 

395209 

58055_1.R108^ 
g287020 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



395210 

58063_1.R1084 
g3761018 

395211 

58064_1.R1084 

g4968618 
BLASTX 
g586901 
209 

1.0e-16 

106- 
50 

DNA REPAIR PROTEIN RADA HOMOLOG (DNA REPAIR PROTEIN SMS 

HOMOLOG) >gi_2127055_pir S66116 hypothetical protein - 

Bacillus subtilis >gi_467475_dbj_BAA05321_ (D26185) unknown 
[Bacillus subtilis] >gi_2 632354_emb_CAB11863_ (Z99104) DNA 
repair protein homolog [Bacillus subtilis] 

395212 

58074_1.R1084 
g287042 

395213 

58076_1.R1084 
g2312969 



50354 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395214 

58081_1.R1084 
g3767803 

395215 

58082_1.R1084 

g287051 

BLASTX 

g4895187 

270 

6.0e-24 

76 

64 

(AC007 661) unknown protein [Arabidopsis thaliana] 
395216 

58083JL.R1084 
g287052 

395217 

58088JL.R1084 

g700982 

BLASTX 

g3201626 

539 

4.0e-62 

182 

71 

(AC004 669) putative protein kinase MAP3K [Arabidopsis 
thaliana] 

395218 

58105_1.R1084 

g287075 

BLASTX 

g4586107 

319 

6.0e-34 

134 

11 

(AL049638) putative disease resistance protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



395219 

58108JL.R1084 

g5900633 

BLASTN 

g6016845 

48 

1.0e-17 

130 
89 

Oryza sativa genomic 
395220 

58118_1.R1084 
g287088 



DNA, chromosome 1, clone : P0711E10 



50355 



Seq. No. 395221 
Contig ID 58119JL .R1084 

5' -most EST g3761044 



Seq. No. 395222 

Contig ID 58126_1 .R1084 

5* -most EST g287096 

Method BLASTX 

NCBI GI g4914458 

BLAST score 252 

E value 1.0e-21 

Match length 82 

% identity 50 

NCBI Description (AL050400) putative protein [Arabidopsis thaliana] 

Seq. No. 395223 

Contig ID 58130_1 .R1084 

5' -most EST gl854337 

Method BLASTX 

NCBI GI g5091552 

BLAST score 394 

E value 2.0e-38 

Match length 87 

% identity 80 

NCBI Description (AC007067) T10O24.21 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 



395224 

58135 JL.R1084 
g2428199 

395225 

58145JL.R1084 
g4880407 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395226 

58148_1.R1084 

g3761010 

BLASTX 

g3372230 

353 

3.0e-39 

145 

61 

(AF017074) RNA polymerase I, II and III 16.5 kDa subunit 
[Arabidopsis thaliana] >gi_4585968_gb_AAD25604 . 1_AC005287_6 
(AC005287) RNA polymerase I, II and III 16.5 kDa subunit 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



395227 

58152JL.R1084 

g287122 

BLASTX 

gl362192 

268 

4.0e-23 
61 



50356 



ft 



% identity 82 

NCBI Description ferredoxin — thioredoxin reductase (EC 1.18.-.-) variable 
chain - maize 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



395228 

58155_1.R1084 
g3106840 

395229 

58163_1.R1084 
g4968622 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



395230 

58221_1.R1084 
g426205 

395231 

58229JL.R1084 
g3761507 

395232 

58240_1.R1084 
g4715191 

395233 

58243JL.R1084 
g3759850 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395234 

58275_1.R1084 

g5003856 

BLASTX 

gl21631 

202 

8.0e-21 

93 

66 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR 

>gi_72323_pir KNNT2S glycine-rich protein 2 - wood tobacco 

>gi_19743_emb_CAA42622_ (X60007) nsGRP-2 [Nicotiana 
sylvestris] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395235 

58287JL.R1084 

g287264 

BLASTX 

g2493650 

388 

2.0e-37 

129 

67 

RUBISCO SUBUNIT BINDING- PROTEIN BETA SUBUNIT (60 KD 
CHAPERON IN BETA SUBUNIT) (CPN-60 BETA) 
>gi_1167858_emb_CAA93139__ (Z68903) chaperonin [Secale 
cereale] 



Seq. No. 395236 

50357 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58297_1.R1084 

g427564 

BLASTX 

g6094048 

462 

5.0e-46 

98 

86 

60S^ RIBOSOMAL PROTEIN L30 >gi_2879811_emb_CAA11256_ 
(AJ223316) ribosomal protein L30 [Lupinus luteus] 

395237 

58312_1.R1084 

g287289 

BLASTX 

gl708993 

442 

1.0e-43 

106 
80 

CYSTATHIONINE BETA-LYASE PRECURSOR (CBL) 
(BETA-CYSTATHIONASE) {CYSTEINE LYASE) 

>gi_2129567_pir S61429 cystathionine beta-lyase (EC 

4.4.1.8) - Arabidopsis thaliana >gi_704397 (L40511) 
cystathionine beta-lyase [Arabidopsis thaliana] 

395238 

58320_1.R1084 
g426025 

395239 

58328_1.R1084 
g568070 

395240 

58331JL.R1084 

g5607304 

BLASTX 

g4741194 

379 

2.0e-36 

131 

56 

(AL049746) ABC transporter-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395241 

58334JL.R1084 

g426041 

BLASTN 

g!724113 

51 

1.0e-19 

303 

82 

Avena fatua AflO-protein mRNA, complete cds 



50358 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395242 

58335_1.R1084 

g3768936 

BLASTX 

g4262250 

165 

2.0e-ll 

39 

82 

(AC006200) putative aldolase [Arabidopsis thaliana] 
395243 

58339_1.R1084 

g2309672 

BLASTX 

g2062389 

119 

2.0e-15 

84 

58 

(U77657) pathogenesis-related thaumatin-like protein [0ry2 
sativa] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395244 

58346_1.R1084 
g2310549 

395245 

58358J..R1084 

g426065 

BLASTX 

g4585988 

480 

2.0e-48 

103 
82 

(AC005287) Similar to phosphoprotein phosphatase 2A 
regulatory subunit [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395246 

58360JL.R1084 

g426066 

BLASTX 

g2529675 

275 

4.0e-24 

128 

45 

(AC002535) putative AP2 domain containing protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



395247 

58365JL.R1084 
g569075 

395248 

58370 1.R1084 



50359 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



g4715707 
BLASTX 
g3236247 
116 

5.0e-09 

158 

35 

(AC004684) 



SCARECROW-like protein [Arabidopsis thaliana] 



395249 

58375_1.R1084 
g2311468 

395250 

58401_1.R1084 

g571801 
BLASTX 
gl944132 
570 

2.0e-58 

151 
74 

(AB002560) CUC 2 



[Arabidopsis thaliana] 



395251 

58411_1.R1084 

g6031131 

BLASTX 

g2501499 

131 

1.0e-ll 

111 

41 

INDOLE- 3 -ACETATE BETA-GLUCOSYLTRANSFERASE (IAA-GLU 
SYNTHETASE) ( (URIDINE 

5 1 -DI PHOSPHATE-GLUCOSE: INDOL-3-YLACETYL) -BETA-D-GLUCOSYL 

TRANSFERASE) >gi_626043_pir A54739 indole-3-acetate 

beta-glucosyltransf erase (EC 2.4.1.121) - maize >gi_548195 
(L34 847) IAA-glu synthetase [Zea mays] 

395252 

58415_1.R1084 

g3759149 

BLASTX 

g4406770 

182 

3.0e-17 

72 
68 

(AC006836) unknown protein [Arabidopsis thaliana] 
395253 

58418_1.R1084 

g5803501 

BLASTN 

g4757662 

35 



50360 



E value 


8.0e-10 


Match length 


67 


% identity 


78 


NCBI Description 


Genomic sequence for Arabidopsis thaliana BAC F10B6 




chromosome I, complete sequence 


Seq. No. 


395254 


Contia ID 


58426 1 R1084 


5 ' -mo^t" EST 


a4 8 7 938 9 ' 


Sea No 




Contia TD 


S8434 1 151084 


5 1 -most EST 


a426L46 


Method 


BLASTX 


NCBI GI 


g2191175 


BLAST score 


177 


E value 


3.0e-17 


Match lenath 

XX\A.\+\**XX *Xm\^XX\A Ull 


155 


% identity 


40 


NCBI Description 


(AF007270) A_IG002P16.24 gene product [Arabidopsis 




thaliana] 


Sea. No. 


395256 


Contig ID 


58460 1 R1084 












•J0*±/0 -L.rs.XU04 


5 1 -most EST 


a2310748 


Method 


BLASTX 


NCBI GI 


g2088649 


BLAST score 


221 


R V3 1 np 

i— i v ax kJ.Ci 


7 Op-18 


Match 1 pna1~h 


80 


% i dent it v 


54 




/ 21 TJ*fl 0^*^OQ^ nn V"T*i ai«td r^T*^"t~ otyi f 7\ yo V\ n /~\r-\ c? ~i o "H In a 1 t anal 

VrirUu^iu-?/ UIIJvlIUWII piOCclIl [nLdDlUOpolo LilallanaJ 


Spa No 


J JJiJO 


Pant" i rr TD 




5 1 -most EST 


a426185 


Method 


BLASTX 


NCBI GI 


g2827649 


BLAST score 


203 


E V3 1 1 ] p 


1 . 0e-15 




44 


% identity 


80 


NCBI Description 


(AL021637) putative protein [Arabidopsis thaliana] 


Spa No 




Contig ID 


58481 1.R1084 


5' -most EST 


g2312106 


Seq. No. 


395260 


Contig ID 


58496 1.R1084 


5 '-most EST 


g426208 


Seq. No. 


395261 



50361 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58519J..R1084 

g426231 

BLASTX 

g2961284 

186 

1.0e-24 

115 

56 

(Y1684 8) cinnamyl alcohol dehydrogenase-like protein, 
subunit a [Arabidopsis thaliana] >gi_44 67103_emb_CAB37537_ 
(AL035538) cinnamyl alcohol dehydrogenase-like protein, 
LCADa [Arabidopsis thaliana] 

395262 

58521_1.R1084 
g4879144 

395263 

58523JL.R1084 

g426235 

BLASTX 

g4558484 

351 

1.0e-44 

108 
83 

(AF097363) heat shock protein 101 [Triticum aestivum] 
395264 

58529JL.R1084 

g4879988 

BLASTX 

g3641839 

162 

6.0e-ll 

67 

54 

(AL023094) isoflavone reductase-like protein [Arabidopsis 
thaliana] 

395265 

58532JL.R1084 

g426245 

BLASTX 

g4926866 

345 

9.0e-43 

137 

66 

(AC007509) putative amp-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



395266 

58540JL.R1084 
g426254 



Seq. No. 



395267 



50362 



€1 



Contig ID 58544_1 . R1084 

5 f -most EST g426258 

Method BLASTX 

NCBI GI g5080782 

BLAST score 150 

E value 8.0e-18 

Match length 98 

% identity 48 

NCBI Description (AC007576) Hypothetical protein [Arabidopsis thaliana] 

Seq. No. 395268 

Contig ID 58564JL .R1084 

5' -most EST g426279 




Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395269 

58572J..R1084 

g426285 

BLASTX 

gl839188 

460 

1.0e-45 

252 

32 

(U86081) root hair defective 3 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



395270 

58578_1.R1084 
g426291 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



395271 

58579_1.R1084 
g5004565 

395272 

58581JL.R1084 
g571918 

395273 

58584_1.R1084 
g2309694 

395274 

58588_1.R1084 
g2312293 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395275 

58598JL.R1084 

g2312225 

BLASTN 

g2058310 

36 

1.0e-10 

59 
90 

E.gunnii CCR mRNA 



Seq. No. 395276 

50363 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



58612_1.R1084 
g426325 

395277 

58656JL.R1084 
g701369 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395278 

58660J..R1084 

g5701673 

BLASTX 

g!351409 

662 

1.0e-107 

229 

81 

VACUOLE PROCESSING ENZYME PRECURSOR (VPE) 

>gi_543699_pir JQ2387 vacuolar processing enzyme precursor 

- castor bean >gi_471162_dbj_BAA04225_ (D17401) precursor 
of vacuolar processing enzyme [Ricinus communis] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395279 

58661_1.R1084 

g426382 

BLASTX 

g2281115 

707 

1.0e-74 

178 

76 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



395280 

58662_1.R1084 

g571678 

BLASTX 

gl405561 

410 

2.0e-39 

174 
36 

(X98540) FSGTP1 
395281 

58670_1.R1084 
g426394 

395282 

58686_1.R1084 
g6012794 

395283 

58694JL.R1084 
g569325 
BLASTX 
g4325345 



[Fagus sylvatica] 



50364 



€1 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



202 

8.0e-26 

83 

73 

(AF128393) similar to thioredoxin-like proteins (Pfam: 
PF00085, Score=42.9, £=1.46-11, N=l) ; contains similarity 
to dihydroorotases (Pfam: PF00744, Score=154.9, E=1.4e-42, 
N=l) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



395284 

58709_1.R1084 
g5002778 



Seq. No. 
Contig ID 
5 ? -most EST 



395285 

58715_1.R1084 
g2310492 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395286 

58722_1.R1084 

g426493 

BLASTX 

g2129771 

201 

1.0e-15 

62 

60 

xyloglucan endotransglycosylase-related protein XTR-6 - 
Arabidopsis thaliana >gi_1244758 (U43488) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_4539299_emb_CAB39602.1__ (AL049480) xyloglucan endo-1, 
4-beta-D-glucanase (XTR-6) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



395287 

58729_1.R1084 
gl631737 



Seq. No. 
Contig ID 
5 '-most EST 



395288 

58732_1.R1084 
g5443718 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395289 

58733_1.R1084 

g2801127 

BLASTX 

g4415936 

215 

9.0e-17 

266 

27 

(AC006418) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



395290 

58738J..R1084 
g426508 



Seq. No. 
Contig ID 



395291 

58758 1.R1084 



50365 



€1 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



g2311539 
BLASTX 
g4006902 
119 

2.0e-ll 

98 
41 

(Z99708) 



putative protein [Arabidopsis thaliana] 



395292 

58765_1.R1084 

g701421 

BLASTX 

g4895220 

375 

6.0e-36 

134 

38 

(AC007660) unknown protein [Arabidopsis thaliana] 
395293 

58766_1.R1084 
g426539 

395294 

58768JL.R1084 

g431801 

BLASTX 

g5001734 

349 

8.0e-33 

100 
64 

(AF129511) very-long-chain fatty acid condensing enzyme 
CUT1 [Arabidopsis thaliana] 

395295 

58780JL.R1084 
g426552 

395296 

58827JL.R1084 
g426596 

395297 

58833_1.R1084 
g426607 

395298 

58838JL.R1084 
g4880234 

395299 

58842_1.R1084 
g426617 
BLASTX 
g3522958 



50366 



BLAST score 


100 
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NCBI Description 
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jOOjj X.Jt\XUO*± 
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NCBI GI 


g3953471 


BLAST score 


139 


E value 


o . ue~ Uo 


ixicix cn x eng tn 




% identity 


31 


NCBI Description 


(AC002328) F2202.16 [Arabidopsis thaliana] 


beg. wo. 




Contig ID 


58863 1.R1084 


5' -most EST 


g426643 


beq. wo. 




oonuxg xu 


Doo/U X.KXUo^ 


o — most kbi 


g^Z DDjU 


beg. wo. 
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Ooo/O X.KXUofi 
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NCBI GI 


g2244899 


BLAST score 


305 


E value 
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BLAST score 


378 


E value 


7.0e-46 


Match length 


183 


% identity 


53 


NCBI Description 


(AC006919) putative pyruvate kinase [Arabidopsis thaliana] 



50367 



€1 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



395306 

58983JL.R1084 
g425918 

395307 

58986JL.R1084 
g2800447 

395308 

58986_2.R1084 
g425921 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score " 

E value 

Match length 

% identity 

NCBI Description 



395309 

58987_1.R1084 

g425922 

BLASTX 

gl052973 

271 

1.0e-23 

62 
87 

(U37838 ) f ructokinase 



[Beta vulgaris] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



395310 

59113JL.R1084 
g702763 

395311 

59125JL.R1084 
g4968614 

395312 

59129_1.R1084 
g2311400 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395313 

59130_1.R1084 

g3760972 

BLASTX 

g567893 

325 

7.0e-30 

120 

66 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



395314 

59160JL.R1084 

g3761009 

BLASTX 

g3402817 

153 

3.0e-15 

85 

49 



50368 



4> 



NCBI Description (AJ007829) lacZ' [Cloning vector pGreen] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395315 

59161_1.R1084 
g426731 

395316 

59184JL.R1084 

g2311081 

BLASTX 

gl084415 

307 

5.0e-28 

98 

59 

RNA-binding protein - Wood tobacco >gi_624925_dbj_BAA05170_ 
(D26182) RNA-binding glycine rich protein (RGP-2) 
[Nicotiana sylvestris] 

395317 

59186JLR1084 
g426756 

395318 

59205_1.R1084 
g5455331 

395319 

59210_1.R1084 
g426780 

395320 

59233_1.R1084 

g2442334 

BLASTX 

g3142297 

349 

2.0e-35 

180 

48 

(AC002411) Contains similarity to serine/threonine protein 
phosphatase gb_X83099 from S. cerevisiae. [Arabidopsis 
thaliana] 

395321 

59234JL.R1084 

g426807 

BLASTN 

g2351071 

34 

2.0e-09 

74 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MVA3, complete sequence 



Seq. No. 



395322 



50369 



Contig ID 59244_1.R1084 
5' -most EST g426817 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

.BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395323 

59252_1.R1084 

g2312432 

BLASTX 

g2982942 

519 

1.0e-52 

205 

54 

(AE000679) GMP synthase [Aquifex aeolicus] 



Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395324 

59267JL.R1084 

g2797470 

BLASTX 

gl946372 

159 

1.0e-10 

62 

52 

(U93215) yeast hypothetical protein YDB1_SCHP0 isolog 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq* No. 
Contig ID 
5 '-most EST 



395325 

59283_1.R1084 
g426854 

395326 

59285_1.R1084 
g426856 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395327 

59306_1.R1084 

g3763306 

BLASTX 

g5706504 

254 

1.0e-21 

58 

64 

(AL109739) hypothetical protein [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



395328 

59323_1.R1084 
g426899 

395329 

59327JL.R1084 

g2311176 

BLASTX 

g4406775 

160 

9.0e-ll 
69 



50370 



€1 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



45 

(AC006836) unknown protein [Arabidopsis thaliana] 
395330 

59345J..R1084 
g426923 

395331 

59369J..R1084 

g2799615 

BLASTN 

gl041814 

199 

1.0e-108 

305 
96 

Oryza sativa putative lipid transfer protein (Ltp-2) 
complete cds 



gene, 



395332 

59378_1.R1084 

g2312088 

BLASTX 

g2499945 

234 

1.0e-19 

80 
57 

URIDINE 5 f -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) [INCLUDES 
OROTATE PHOSPHORIBOSYLTRANSFERASE (OPRTASE) ; OROTIDINE 
5 '-PHOSPHATE DECARBOXYLASE (OMPDECASE) ] 

>gi__1076363_j?ir S46440 orotate phosphoribosyltransf erase 

(EC 2.4.2.10) / orotidine-5 '-phosphate decarboxylase (EC 
4.1.1.23) - Arabidopsis thaliana >gi_443818_emb_CAA5068 6_ 
(X71842) pyrE-F [Arabidopsis thaliana] 

395333 

59386_1.R1084 
g426965 

395334 

59388JL.R1084 

g702230 

BLASTX 

g4512651 

472 

2.0e-47 

174 

51 

(AC007048) putative tyrosine transaminase [Arabidopsis 
thaliana] 

395335 

59392_1.R1084 
g5002782 
BLASTX 
g4874264 



50371 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



335 

3.0e-31 

109 

68 

(AC007354) Similar to gb_U54559 eIF3-p40 subunit from Homo 
sapiens and is a member of the PF__01398 Mov34 family. ESTs 
gb_N96623 and gb_N07519 come from this gene. [Arabidopsis 
thaliana] 

395336 

59409JL.R1084 
g427266 

395337 

59410JL.R1084 

g3760332 

BLASTX 

g2499945 

491 

3.0e-51 

178 

65 

URIDINE 5 1 -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) [INCLUDES: 
OROTATE PHOSPHORIBOSYLTRANSFERASE (OPRTASE) ; OROTIDINE 
5 '-PHOSPHATE DECARBOXYLASE (OMPDECASE) ] 

>gi_1076363_pir S46440 orotate phosphoribosyltransf erase 

(EC 2.4.2.10) / orotidine-5 1 -phosphate decarboxylase (EC 
4.1.1.23) - Arabidopsis thaliana >gi_443818_emb_CAA50686_ 
(X71842) pyrE-F [Arabidopsis thaliana] 

395338 

59411_1.R1084 
g3758993 

395339 

59415JL.R1084 

g569857 

BLASTX 

g4091117 

470 

5.0e-47 

142 

64 

(AF047428) nucleic acid binding protein [Oryza sativa] 
395340 

59429JL.R1084 
g427866 

395341 

59432_1.R1084 

g2428923 

BLASTX 

gl351365 

178 

1.0e-12 

56 



50372 



% identity 57 

NCBI Description UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 6.7 KD PROTEIN 

(CR6) >gi_2130002_pir S68969 ubiquinol—cytochrome-c 

reductase (EC 1.10.2.2) - potato >gi_633683_emb_CAA57768_ 
(X82325) cytochrome c reductase subunit [Solanum tuberosum] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



395342 

59435_1.R1084 
g2800605 

395343 

59443_1.R1084 
g3766812 

395344 

59447JL.R1084 
g427033 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395345 

59454JL.R1084 

g427039 

BLASTX 

g3341685 

351 

5.0e-33 

99 

69 

(AC003672) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395346 

59473_1.R1084 

g427057 

BLASTX 

g2253442 

170 

9.0e-12 

48 

58 

(AF007784) LTCOR11 [Lavatera thuringiaca] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395347 

59478JL.R1084 

g427084 

BLASTX 

g3088573 

208 

2.0e-16 

71 
54 

(AF059530) protein arginine N-methyl trans f erase 3 
norvegicus] 



[Rattus 



Seq. No. 395348 

Contig ID 59484_1 . R1084 

5 '-most EST g427068 

Method BLASTX 

NCBI GI g!946355 



50373 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



4> 

265 

2.0e-26 

134 

42 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395349 

59493_1.R1084 

g2442246 

BLASTX 

g5453930 

247 

4.0e-25 

111 

46 

polymerase (RNA) II (DNA directed) polypeptide I (14.5kD) 
>gi__548702_sp_P36954_RPB9_HUMAN DNA-DIRECTED RNA POLYMERASE 
II 14.5 KD POLYPEPTIDE (RPB9) (RPB14.5) 

>gi_543001_pir S41621 DNA-directed RNA polymerase (EC 

2.7.7.6) II 14. 5K chain - human >gi_397150_emb_CAA8064 9__ 
(Z23102) RNA Polymerase II subunit 14.5 kD [Homo sapiens] 
>gi_1905901 (AD001527) HUMAN DNA-DIRECTED RNA POLYMERASE II 
14.5 KD SUBUNIT [Homo sapiens] 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



395350 

59498_1.R1084 
g427082 

395351 

59520JL.R1084 
g427103 

395352 

59522JL.R1084 
g427105 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395353 

59527_1.R1084 

g2312666 

BLASTX 

g3850579 

186 

7.0e-14 

59 

58 

(AC005278) Strong similarity to gb_D14550 extracellular 
dermal glycoprotein (EDGP) precursor from Daucus carota. 
ESTs gb_H37281, gb_T44167, gb_T21813, gb_N38437, gb_Z26470, 
gb_R65072, gb_N76373, gb_F15470, gb_Z35182, gb_H76373 7 
gb_Z34 678 an 



Seq. No. 
Contig ID 
5' -most EST 
Method 



395354 

59529_1.R1084 

g2311932 

BLASTX 



50374 



0 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



g4249388 
356 

2.0e-54 

187 
58 

(AC005966) Similar to gb_AF025438 Opa-interacting protein 
(0IP2) from Homo sapiens. [Arabidopsis thaliana] 

395355^ 

59530JL.R1084 

g2310453 

BLASTX 

g4490316 

220 

7.0e-18 

115 

43 

(AL035678) nucellin-like protein [Arabidopsis thaliana] 
395356 

59545_1.R1084 
g427307 

395357 

59564JL.R1084 
g3759048 



Seq. NOi" 
Contig ID 
5 '-most EST 



395358 

59567_1.R1084 
g427150 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395359 

59571_1.R1084 
g427154 

395360 

-59584_1.R1084 
g568076 
BLASTX 
g3738230 
259 

1.0e-22 

67 

67 

(AB007790) DREB2A [Arabidopsis thaliana] 

>gi_4126706_dbj_BAA36705_ (AB016570) DREB2A [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



395361 

59590JL.R1084 
g427209 



Seq. No. 
Contig ID 
5 '-most EST 



395362 

59611JL.R1084 
g427194 



Seq. No. 



395363 



50375 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59615J..R1084 

g2798140 

BLASTX 

gl30172 

489 

1.0e-67 

147 

79 

ALPHA- GLUCAN PHOSPHORYLASE, 
PHOSPHORYLASE L) >gi_168276 
[Ipomoea batatas] 



L ISOZYME PRECURSOR (STARCH 
(M64362) starch phosphorylase 



Seq. No. 


395364 


Contig ID 


59622_1.R1084 


5 -most EST 


go759o4z 


Seq. No. 




Contig ID 


59631_1.R1084 - 


o -most EST 


g42 /229 


Seq. No. 


395366 


Contig ID 


59634 1.R1084 


o -most EST 


g427217 


Method 


BLASTX 


NCBI GI 


g4883609 


BLAST score 


114 


E value 


4 . Oe-09 


Match length 


85 


% identity 


27 


NCBI Description 


(AC006922) unknown 


Seq. No. 




Contig ID 


59638_1.R1084 


o -most hbl 


g2olUo22 


Method 


BLASTX 


NCBI GI 


g5834248 


BLAST score 


277 


E value 


J . ue-24 


Match length 




% identity 


65 


NCBI Description 


(AF175124) SINAH1 ] 


Seq. No. 


395368 


Contig ID 


59651 1.R1084 


5' -most EST 


g2442461 


Seq. No. 


395369 


Contig ID 


59652 1.R1084 


5 '-most EST 


g2310597 


Method 


BLASTX 


NCBI' GI 


g3128177 


BLAST score 


295 


E value 


1.0e-26 


Match length 


106 


% identity 


54 


NCBI Description 


(AC004521) unknown 



50376 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395370 

59662J..R1084 

g2311464 

BLASTX 

g2245136 

339 

8.0e-32 
95 

66 < 

(Z97344) trehalose-6-phosphate synthase like protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



395371 

59671_1.R1084 
g3759829 

395372 

59673_1.R1084 
g2443145 

395373 

59677JL.R1084 
g2312152 



Seq. No. 

Contig ID 

5' -most- EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



395374 

59683_1.R1084 

g5039043 

BLASTX 

g2864610 

148 

4.0e-09 

67 

40 

(AL021811) putative protein 
>gi_4 04933 6_emb_CAA2 2 5 6 1 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL034567) putative protein 



395375 

59696_1.R1084 

g2312822 

BLASTX 

g3128177 

326 

6.0e-30 

135 

50 

(AC004521) unknown protein [Arabidopsis thaliana] 
395376 

59728JL.R1084 

g2428306 

BLASTX 

g5230841 

331 

7.0e-31 

91 

71 



50377 



NCBI Description (AF112538) aotin [Malva pusilla] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395377 

59729_1.R1084 

g3759089 

BLASTX 

g3608140 

184 

4.0e-13 

147 

37 

(AC005314) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



395378 

59739JL.R1084 
g427353 



Seq. No. 
Contig ID 
5' -most EST 



395379 

59747J..R1084 
g431822 



Seq. No. 
Contig ID 
5 '-most EST 



395380 

59801_1.R1084 
g427419 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395381 

59811_1.R1084 

g571555 

BLASTN 

g6041757 

37 

4.0e-ll 

45 

96 

Genomic Sequence For Oryza sativa Clone 10P20, 
Strain, Complete Sequence f complete sequence 



Lemont 



Seq. No. 
Contig ID 
5' -most EST 



395382 

59821_1.R1084 
g427440 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395383 

59833_1.R1084 

g5771050 

BLASTX 

g3738328 

249 

6.0e-21 

67 

66 

(AC005170) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



395384 

59838JL.R1084 
g2280545 



50378 



€1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395385 

59839JL.R1084 

g4968637 

BLASTX 

g2288887 

555 

8.0e-57 
168 

65 . e * 

(Y14325) mevalonate diphosphate decarboxylase [Arabidopsis 
thaliana] >gi_3250736_emb_CAA7 6803, 1_ (Y17593) mevalonate 
diphosphate decarboxylase [Arabidopsis thaliana] 
>gi_3786002 (AC005499) mevalonate diphosphate decarboxylase 
[Arabidopsis thaliana] 



oeq. INO. 




Contig ID 


59854 1.R1084 


5 '-most EST 


g2310121 


beg. no. 




Contig ID 


59891 1.R1084 


5 '-most EST 


g5005513 


Seq. No. 


jsyo job 


oonrig ili 


oyyuy i.Kiuo4t 


5 1 -most EST 


g427560 


Method 


BLASTX 


NCBI GI 


g2854117 


BLAST score 


162 


E value 


4 . Oe-11 


Matcn length 




% identity 




NCBI Description 


(AF045453) protein 


Seq. No. 


395389 


Contig ID 


59920 1.R1084 


5 '-most EST 


g4879123 


Seq. No. 


395390 


Contig ID 


59922 1.R1084 


5 '-most EST 


g3107500 


Seq. No. 


395391 


Contig ID 


59926 1.R1084 


5 '-most EST 


g2312272 


Method 


BLASTX 


NCBI GI 


g4884932 


BLAST score 


246 


E value 


9.0e-21 


Match length 


61 


% identity 


74 


NCBI Description 


(AF141659) AtHVA22< 



>gi_4 88494 4_gb_AAD3 1885 
[Arabidopsis thaliana] 



,1 AF141977 1 (AF141977) AtHVA22a 



Seq. No. 
Contig ID 



395392 
59937 1, 



R1084 



50379 



5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5900745 
395393 

59953J..R1084 
g427585 

395394 

59956J..R1084 
g427589 

395395 

59964_1.R1084 
g427598 

395396 

59965J..R1084 

g427599 

BLASTX 

g2827141 

355 

1.0e-33 

147 

53 

(AF027173) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_4 914447_emb_CAB43650 . 1_ 
(AL050351) cellulose synthase catalytic subunit (Ath-A) 
[Arabidopsis thaliana] 

395397 

59970_1.R1084 
g427604 



395398 

59974J..R1084 

g427608 

BLASTX 

g!708463 

460 

1.0e-55 

205 

54 

I AA- AMINO ACID HYDROLASE >gi_887785 
[Arabidopsis thaliana] 



(U23794) ILR1 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



395399 

59995_1.R1084 
g427630 

395400 

60003_1.R1084 
g427638 

395401 

60009JL.R1084 
g427689 



Seq. No. 



395402 



50380 



Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60010JL.R1084 

g427645 

BLASTX 

g2262173 

480 

3.0e-48 

130 

73 

(AC002329) NADPH thioredoxin reductase [Arabidopsis 
thaliana] 

395403 

60012JL.R1084 

g427646 

BLASTX 

g2146740 

230 

7.0e-36 

135 

63 

inner mitochondrial membrane protein - Arabidopsis thaliana 
>gi_603056 (U18126) inner mitochondrial membrane protein 
[Arabidopsis thaliana] 

395404 

60013_1.R1084 
g427647 

395405 

60022JL.R1084 

g5771188 

BLASTN 

g5803242 

776 

0.0e+00 

807 

99 

Oryza sativa genomic DNA, chromosome 6, clone: P0535G04 
395406 

60028_1.R1084 
g427662 

395407 

60029JL.R1084 

g427663 

BLASTX 

g5882747 

277 

2.0e-42 

154 

57 

(AC008263) Similar to gb_AF049930 PGP237-11 from Petunia x 
hybrida and contains a PF_00097 Zinc (RING) finger domain. 
[Arabidopsis thaliana] 



Seq. No. 



395408 



50381 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60031_1.R1084 

g427665 

BLASTX 

g2335100 

697 

2.0e-73 

176 

72 

(AC002339) unknown protein [Arabidopsis thaliana] 
395409 

60036JL.R1084 

g3767064 

BLASTX 

g629846 

223 

5.0e-18 

54 
80 

initiator-binding protein - maize >gi_483444_emb_CAA55693_ 
(X7 9086) initiator-binding protein [Zea mays] 



Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



395410 

60039JL.R1084 
g427674 

395411 

60045_1.R1084 

g2428961 

BLASTX 

g4388730 

211 

1.0e-16 

59 
71 

(AC006413) hypothetical protein [Arabidopsis thaliana] 
395412 

60062_1.R1084 

g2442594 

BLASTX 

g3036801 

233 

9.0e-35 

114 

59 

(AL022373) putative ascorbate peroxidase [Arabidopsis 
thaliana] >gi_3805863_emb__CAA21483 . 1_ (AL031986) putative 
ascorbate peroxidase [Arabidopsis thaliana] 

395413 

60074_1.R1084 

g427709 
BLASTX 
g2981015 
159 

8.0e-15 



50382 



€1 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203 
13 

(AF041456) tectonin II [Physarum polycephalum] 
395414 

60081_1.R1084 
g2443187 

395415 

60087J..R1084 
g2428972 

395416 

60095_1.R1084 

g427731 

BLASTX 

g4850271 

341 

1.0e-31 

90 

78 

(AJ238244) putative high affinity sulfate transporter 
[Aegilops tauschii] 

395417 

60099_1.R1084 
g3767974 

395418 

60109_1.R1084 
g3767654 

395419 

60111_1.R1084 

g427746 

BLASTX 

g4262224 

203 

2.0e-20 

112 

48 

CAC006200) putative amino acid or GABA permease 
[Arabidopsis thaliana] 

395420 

60121_1.R1084 

g2275877 

BLASTX 

g4835770 

264 

5.0e-23 

91 

56 

(AC007202) EST gb_F19962 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 



395421 



50383 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60128J..R1084 

g427763 
BLASTX 
g3183285 
170 

1.0e-ll 

98 

41 

HYPOTHETICAL 54.4 KD PROTEIN -IN AROH-NLPC INTERGENIC REGION 
>gi_1742787_dbj__BAA15475_ (D90813) ORF_ID : o322#7 ; similar 
to [SwissProt Accession Number Q06373] [Escherichia coli] 
>gi_1787999 (AE000266) orf, hypothetical protein 
[Escherichia coli] 



Seq. No. 

Contig ID 

5 l -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395422 

60137_1.R1084 

g431829 

BLASTX 

gll43511 

812 

6.0e-87 

156 
93 

(Z47076) Ser/Thr protein phosphatase homologous to PPX 

[Malus domestica] >gi__1586034_prf 220234 OA Ser/Thr protein 

phosphatase [Malus domestica] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



395423 

60152_1.R1084 
g427798 

395424 

60157_1.R1084 
g568425 

395425 

60170_1.R1084 
g3760035 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395426 

60175_1.R1084 

g2431286 

BLASTX 

g3372230 

342 

4.0e-32 

103 

59 

(AF017074) RNA polymerase I, II and III 16.5 kDa subunit 
[Arabidopsis thaliana] >gi_4585968_gb_AAD25604 . 1_AC005287_ 
(AC005287) RNA polymerase I, II and III 16.5 kDa subunit 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



395427 

60182_1.R1084 

g427821 

BLASTX 



50384 



# 



NCBI GI 


g4678747 


BLAST score 


176 


E value 


1 . Uc 1Z 


ixiaucn iengi.n 


110 


% identity 


JJ 


NCBI Description 


(AiiU4yooi?j nypoineiiCai protein Lnoiuu sapiens j 


Seq. No. 




conrig iu 


£fii Qft 1 Pi PlftA 




y *4 £* l Q 0\J 




13 1 iM.O 1 A. 


NCBI GI 


g2827637 


BLAST score 


221 


E value 


p n«a-1 ft 
o • US 1Q 


Match length 


ft 4 
0 4 


Q* ~t /"I ^ *f* T I - " T T 

t> lueiiLiuy 


04 


NLbi Description 


(AIjUzidod; puraiive protein [^rajjiaopsis tnananaj 


beq. Mo, 




Lonrig id 


OUZlO 1.K1UC4 


o most. Hjoi 




Metnoa 


BliAb lA 


NCBI GI 


g4567262 


BLAST score 


380 


E value 


J . ue- / J 


Match length 




% identity 


68 


NCBI Description 


(AC006841) putative ubiquitin [Arabidopsis thaliana] 


oeq* ino. 




oontig id 


bUzlfo 1.K1Uo4 


o -most EST 


g4o40Zl 


beq. No. 


oyo4oi 


Contig ID 


OUZ J4 1 . RlUo 4 


d -most jbjbi 


g4 jio jj 






NCBI GI 


g!592812 


BLAST score 


119 


E value 


i . ue iu 


LYiatcn lengun 


DU 


% identity 


DO 


NCBI Description 


[X9d9d I ) £.£ icDa polypeptide [Nicoriana taJDacumj 


Seq. No* 


one a o o 


Contig ID 


60242 1 .R1084 


o -most: hb i 


gouuzyoo 


Method 


dt now 


NLB1 


gziyii / o 


BLAST score 


360 


E value 


6.0e-34 




1 

X <J _7 


% identity 


46 


NCBI Description 


(AF007270) contains similarity to DNA polymerase III 




chain (SP:P47277) [Arabidopsis thaliana] 


Seq. No. 


395433 



50385 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60252_1.R1084 

g431834 

BLASTX 

g4680190 

178 

9.0e-13 

77 

47 

(AF111710) putative dnaJ-like protein [Oryza sativa subsp. 
indica] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match - length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



395434 

60258_1.R1084 

g702806 

BLASTX 

g4584685 

184 

6.0e-14 

89 
51 

(AJ237754) putative lectin [Hordeum vulgare] 
395435 

60270_1.R1084 
g3767704 



Seq. No. 

Contig ID 

■5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395436 

60278JL.R1084 

g431835 

BLASTX 

g4262162 

481 

2.0e-48 

120 

72 

(AC005275) putative glycosylation enzyme [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395437 

60283JL.R1084 
g2311253 

395438 

60284J..R1084 

g427922 
BLASTX 
gl542941 
465 

1.0e-46 

115 

75 

(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 



Seq. No. 
Contig ID 
5 '-most EST 



395439 

60300_1.R1084 
g427938 



50386 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 



395440 

60318JL.R1084 
g3106640 

395441 

60332_1.R1084 
g427972 

395442 

60333_1.R1084 
g3767712 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395443 

60338_1.R1084 

g427978 

BLASTX 

g4741195 

518 

1.0e-101 

236 

77 

(AL04974 6) ABC transporter-like protein [Arabidopsis 
thaliana] 



Seq. No. 


395444 






Contig ID 


60346_1.R1084 






5' -most EST 


g427986 






Seq. No. 


395445 






Contig ID 


60358 1.R1084 






5' -most EST 


g700289 






Method 


BLASTX 






NCBI GI 


g5932553 






BLAST score 


722 






E value 


2.0e-76 






Match length 


197 






% identity 


65 






NCBI Description 


(AC009465) putative kinase 


[Arabidopsis 


thaliana] 


Seq. No. 


395446 






Contig ID 


60362 1.R1084 






5 f -most EST 


g3760455 






Seq. No. 


395447 






Contig ID 


60363 1.R1084 






5' -most EST 


g2427977 






Seq. No. 


395448 






Contig ID 


60364 1.R1084 






5 '-most EST 


g4881129 






Method 


BLASTX 






NCBI GI 


g6056205 






BLAST score 


305 






E value 


7.0e-28 






Match length 


97 






% identity 


55 






NCBI Description 


(AC009400) unknown protein 


[Arabidopsis 


thaliana] 



50387 



€1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395449 

60367J..R1084 

g428432 
BLASTX 
g4164398 
202 

8.0e-16 

120 
38 

(AL035248) serine threonine-protein kinase 
[Schizosaccharomyces pombe] 

. 395450 
60369 JL.R1084 
g428011 
BLASTX 
g4325282 
326 

3.0e-30 

101 

58 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



395451 

60373_1.R1084 
g2310713 



Seq. No. 
Contig ID 
5' -most EST 



395452 

60374JL.R1084 
g428312 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



395453 

60377_1.R1084 
g428020 

395454 

60382JL.R1084 

g428903 

BLASTX 

g2252840 

341 

9.0e-32 

119 

55 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaliana] 
>gi_6049882_gb_AAF02797.1_AF195115_17 (AF195115) contains 
regions of similarity to Haemophilus influenzae permease 
(SP:P38767) [Arabidopsis thaliana] 

395455 

60388_1.R1084 

g428642 

BLASTX 



50388 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 



g3021270 
268 

1.0e-23 

88 

64 

(AL022347) serine/threonine kinase-like protein 
[Arabidopsis thaliana] 

395456 

60393JL.R1084 
g2428544 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% . identity 

NCBI Description 



395457 

60394_1.R1084 
g2428067 

395458 

60397J..R1084 
g568263 

395459 

60403J..R1084 

g2442748 

BLASTX 

g4432814 

288 

1.0e-25 

155 

39 

(AC006593) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 



395460 

60412_1.R1084 

g428056 

BLASTN 

g662352 

39 

2.0e-12 

51 

94 

Avena sativa thaumatin-like pathogenesis-related protein 
(rastl-4) mRNA, complete cds 

395461 

60415_1.R1084 

g428059 

BLASTX 

g4056552 

321 

2.0e-30 

102 

62 

(AL034583) putative nucleotide binding protein 
[Schizosaccharomyces pombe] 

395462 

60419 1.R1084 



50389 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g568165 
BLASTX 
g2129636 
236 

2.0e-21 

156 

42 

lipase - Arabidopsis thaliana >gi_1145627 
[Arabidopsis thaliana] 



(U'38916) lipase 



Seq. No. 
Contig ID 
5' -most EST 



395463 

60422JL.R1084 
g568226 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395464 

60443J..R1084 

g428093 
BLASTX 
g3413706 
193 

2.0e-28 

110 

59 

(AC004747) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



395465 

60451JL.R1084 
g5003054 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395466 

60459_1.R1084 

g428105 

BLASTX 

g6056372 

250 

2.0e-21 

120 
43 

(AC009894) Very similar to receptor-like serine/threonine 
kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395467 

60477J..R1084 

g428123 

BLASTX 

g4760700 

237 

5.0e-23 

90 

67 

(AB024437) peroxidase 1 



[Scutellaria baicalensis] 



Seq. No. 
Contig ID 
5' -most EST 



395468 

60500_1.R1084 
g4714524 



Seq. No. 



395469 



50390 



Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

.Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60505_1.R1084 
g3767753 

395470 

60506_1.R1084 

g4881088 

BLASTX 

gl546692 

186 

7.0e-14 

72 
46 

(X98805) peroxidase ATP19a [Arabidopsis thaliana] 
395471 

60508_1.R1084 

g428155 

BLASTX 

g4587521 

239 

4.0e-20 

75 

61 

(AC007060) Identical to gb_D88748 AR411 gene from 
Arabidopsis thaliana. EST gb_T20672 comes from this gene 

395472 

60509JL.R1084 
g428236 

395473 

60512JUR1084 

g428159 

BLASTX 

g675505 

181 

2.0e-13 

67 

55 

(L39893) cleavage stimulation factor [Caenorhabditis 
elegans] 

395474 

60538_1.R1084 
g428185 

395475 

60543_1.R1084 

g428190 

BLASTN 

g2586128 

110 

7.0e-55 

205 

93 

Zea mays b-keto acyl reductase (glossy8) mRNA, complete cds 



50391 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395476 

60552_1.R1084 
g2431261 

395477 

60567_1.R1084 
g428215 

395478 

60601_1.R1084 
g428249 

395479 

60603_1.R1084 

g428251 

BLASTX 

g2494162 

276 

2.0e-24 

103 

56 

HYPOTHETICAL 39.9 KD PROTEIN T15H9.1 IN CHROMOSOME II 
PRECURSOR >gi_3879803_emb_CAA87414.1_ (Z47356) similar to 
DNAJ [Caenorhabditis elegans] 

395480 

60609JL.R1084 
g569262 

395481 

60617JL.R1084 
g428317 

395482 

60628_1.R1084 

g2427351 

BLASTX 

gl37476 

583 

4.0e-60 

164 

74 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT 

>gi_82334_pir A40814 H+-transporting ATPase (EC 3.6.1.35) 

proteolipid chain, vacuolar - oat >gi_16654 9 (M73232) 
H+-ATPase [Avena sativa] 

395483 

60632_1.R1084 

g4881104 

BLASTX 

gl495768 

406 

1.0e-39 

140 

42 

(Z68506) chloroplast inner envelope protein, 110 kD 



50392 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



(IEP110) [Pisum sativum] 
395484 

60633J..R1084 

g428281 

BLASTX 

g4335754 

322 

8.0e-30 

131 

51 

(AC006284) putative acid phophatase (contains 
metallo-phosphoesterase motif, prosite: QDOC50185) 
[Arabidopsis thaliana] 

395485 

60649_1.R1084 
g3061026 

395486 

60650J..R1084 

g428298 

BLASTX 

gl69459 

145 

1.0e-08 

93 
33 

(M18538) pop3 peptide [Populus balsamifera subsp. 
trichocarpa X Populus deltoides] 

395487 

60652_1.R1084 

g428300 

BLASTX 

g5734634 

152 

6.0e-13 

78 

62 

(AP000391) Similar to putative lipase (AC006232) [Oryza 
sativa] 

395488 

60662_1.R1084 

g428310 
BLASTX 
g4490737 
144 

4.0e-17 

116 

47 

(AL035708) putative protein [Arabidopsis thaliana] 
395489 

60673JL.R1084 
g5607434 



50393 
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^ -LUdlu J. uy 




vi\sO±. fesciiption 


v^XTyZa. Satlva CiiXOIILOSOIlie 4 o/iw ^OU j f £\J I £ ± < 


C /-v rr \T/"* 
064. NO. 


.3 _7 3 4 !?U 


UOIltXy XJJ 


£fl £7 A 1 T3 1 HP A 
OUO/4 X.KXUoft 


«J it I WO L. JjO 1 


<t4°PR^7 

y *i O O -7 / 


J- J.C L11.UU 


-DU.T1.0 J. Z\ 


NCBI GI 


g3395440 


BLAST score 


410 


Hj VdlUc 






iiu 


0 lUcilLl Ly 




in^dj. uescripnon 


vruuu4oooj nypo ine ticai protexn [HraDiaops. 


oeq. wo • 


jyo4 yx 


uontxg ijj 


£pi £77 1 di nQ/i 

DUO// ±.KXUo4 


O IllUb L UtO 1 


y ^1 *±Z OlJO 


lr\ /-\ r3 
L v lt: UiiwU 


ID ljraO X A. 


WLdi IjX 


gz4 yzou4 


OJ-LTlkJ 1 OUUIC 




E value 


1.0e-106 


Match length 


214 


% identity 


Do 


rJoox uescription 






/yi looyDDU ciiuj v^-jfiti/ujoo [iKjyoj'O) protein 




[Capsicum annuum] 


beq. NO. 


jyo4 yz 


uonuxg ijj 


oUboo i.KXUo4 




gzoxzz / 4 




Dlino 1A 


NCBI GI 


g4680697 


BLAST score 


286 


IL value 


9 Dq-9 C» 

z . ue zo 


ixiaxcn lenytn 




% identity 


59 


NCBI Description 


(AF132963) CGI-29 protein [Homo sapiens] 


oeq. iNO. 




Contig ID 


60696 1.R1084 


5 '-most EST 


g428481 


oeq* wo. 




Contig ID 


60708 1.R1084 


5 T -most EST 


g2310075 






Contig ID 


60715 1.R1084 


5 '-most EST 


g454540 


Seq. No. 


395496 


Contig ID 


60716_1.R1084 



50394 



0 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g428364 
BLASTX 
g2642435 
263 

1.0e-32 

91 

85 

(AC002391) 



MYB-related protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



395497 

60720JL.R1084 

g428369 

BLASTX 

gl!70088 

188 

3.0e-14 

81 

47 

GLUTATHIONE S-TRANSFERASE APIC (GST CLASS-PHI) 
>gi_676880_dbj_BAA06150_ (D29680) The expression is induced 
by aluminium treatment and Pi starvation. [Nicotiana 

tabacum] >gi_1094818_prf 2106387B Al-induced protein 

[Nicotiana tabacum] 

395498 

60734JL.R1084 
g701889 

395499 

60737JL.R1084 
g428386 

395500 

60747_1.R1084 
g428396 

395501 

60750_1.R1084 

g428399 

BLASTX 

g!34190 

358 

5.0e-34 

114 

61 

SALT-STRESS INDUCED PROTEIN (SALT PROTEIN) 

>gi_82509_pir JQ0983 SalT protein precursor - rice 

>gi_480562_pir S37043 salT protein - rice 

>gi_256638_bbs_115371 (S45168) 15 kda organ-specific 
salt-induced protein=salT [Oryza sativa=rice, var. Indica, 
cv Taichung native 1, roots, Peptide, 145 aa] [Oryza 
sativa] >gi_397616_emb_CAA81059_ (Z25811) salT [Oryza 
sativa] 

395502 

60754JL.R1084 
g428403 



50395 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395503 

60757JL.R1G84 
g428406 

395504 

60776JL.R1084 

g2428172 

BLASTX 

g3123270 

314 

1.0e-58 

130 

92 

4 OS RIBOSOMAL PROTEIN S4 
>gi_2 4 6 3 3 3 5_emb_CAA7 5 2 4 2_ 
[Oryza sativa] 



(SCAR PROTEIN SS620) 
(Y15009) ribosomal protein S4 



Seq. No. 


395505 


Contig ID 


60785 1.R1084 


5' -most EST 


g428434 


Method 


BLASTX 


NCBI GI 


g6091756 


BLAST score 


132 


E value 


1.0e-10 


Match length 


57 


% identity 


52 


NCBI Description 


(AC009327) putative ; 


Seq. No. 


395506 


Contig ID 


60787_1.R1084 


5 '-most EST 


g3061097 


Seq. No. 


*3 r\ r* r- s\ •~t 

395507 


Contig ID 


60790 1.R1084 


5 '-most EST 


g428439 


Method 


BLASTX 


NCBI GI 


g5902181 


BLAST score 


166 


E value 


1.0e-12 


Match length 


113 


% identity 


46 


NCBI Description 


(AF005050) aspartyl 


Seq. No. 


395508 


Contig ID 


60818 1.R1084 


5' -most EST 


g428467 


Seq. No. 


395509 


Contig ID 


60824 1.R1084 


5' -most EST 


g428675 


Method 


BLASTX 


NCBI GI 


g3258569 


BLAST score 


423 


E value 


1.0e-41 


Match length 


117 


% identity 


73 



[Homo sapiens] 



50396 



NCBI Description (U89959) Similar to yeast general negative regulator of 
transcription subunit 1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395510 

60827JL.R1084 

g2310436 

BLASTX 

g2735841 

529 

4.0e-54 

128 

75 

(AF010283) No definition line found [Sorghum bicolor] 
395511 

60834_1.R1084 
g2310396 



395512 

60839JL.R1084 

g428487 

BLASTX 

g2661412 

434 

1.0e-42 

123 

66 

(AJ000728) MAP 



kinase kinase [Lycopersicon esculentum] 



395513 

60845_1.R1084 

g428493 

BLASTX 

g4530611 

552 

2.0e-94 

176 

97 

(AF134552) serine/threonine protein phosphatase PP2A-2 
catalytic subunit [Oryza sativa subsp. indica] 

395514 

60849J..R1084 
g700611 

395515 

60878_1.R1084 

g428526 

BLASTX 

g4204313 

215 

3.0e-17 

57 

81 

(AC003027) lclj?rt_seq No definition line found 
[Arabidopsis thaliana] 



50397 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395516 

60881_1.R1084 

g428529 

BLASTX 

g2129636 

186 

2.0e-16 

92 
59 

lipase - Arabidopsis thaliana >gi_1145627 
[Arabidopsis thaliana] 



(U38916) lipase 



Seq. No. 
Contig ID 
5 '-most EST 



395517 

60890J..R1084 

g428539 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



395518 

60901JL.R1084 

g428551 

BLASTX 

g3046731 

661 

3.0e-69 

161 

81 

(AJ005373) protein kinase [Craterostigma plantagineum] 
395519 

60901_2.R1084 

g4715389 

BLASTX 

g3046731 

519 

1.0e-52 

185 

43 

(AJ005373) protein kinase [Craterostigma plantagineum] 
395520 

60907JL.R1084 

g428660 

BLASTX 

g6016736 

299 

4.0e-45 

118 

81 

(AC009325) unknown protein [Arabidopsis thaliana] 
395521 

60910JL.R1084 

g5004986 

BLASTX 

g4586249 

252 

2.0e-21 
81 



50398 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5 ! -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



64 

(AL04 9640) putative pollen surface protein [Arabidopsis 
thaliana] 

395522 

60910_2.R1084 
g428561 

395523 

60926_1.R1084 
g428576 

395524 

60938_1.R1084 

g428588 

BLASTX 

g2653285 

410 

6.0e-40 

159 

79 

(AJ003025) enoyl-ACP reductase [Oryza sativa] 
395525 

60942_1.R1084 
g3766690 

395526 

60965_1.R1084 

g4881167 

BLASTX 

g5042446 

198 

2.0e-26 

101 

60 

(AC007789) putative WRKY DNA binding protein [Oryza sativa] 
395527 

60994_1.R1084 
g428645 

395528 

61003JL.R1084 
g5004637 

395529 

61007_1.R1084 
g5004742 

395530 

61044JL.R1084 
g428696 

395531 

61048JL.R1084 
g3768401 



50399 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



BLASTX 

g4760700 

193 

8.0e-15 

59 
61 

(AB024437) peroxidase 1 [Scutellaria baicalensis] 
395532 

61099JL.R1084 
g428750 

395533 

61106J..R1084 

g428756 

BLASTX 

g266567 

480 

4.0e-48 

186 

50 

MITOCHONDRIAL PROCESSING PEPTIDASE ALPHA SUBUNIT PRECURSOR 
(ALPHA-MPP) (UBIQUINOL-CYTOCHROME C REDUCTASE SUBUNIT II) 

>gi_421956_pir S23558 mitochondrial processing peptidase 

(EC 3.4.99.41) alpha chain precursor - potato 

>gi_21493_emb_CAA46990_ (X66284) mitochondrial processing 

peptidase [Solanum tuberosum] 

395534 

61115_1.R1084 

g428766 

BLASTX 

g2351374 

276 

2.0e-38 

95 

86 

(U54560) putative 26S proteasome subunit athMOV34 
[Arabidopsis thaliana] 

395535 

61117_1.R1084 
g428785 

395536 

61124_1.R1084 
g428773 

395537 

61139JL.R1084 
g428788 

395538 

61140_1.R1084 
g428823 
BLASTX 
gl706958 



50400 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221 

6.0e-18 

54 
78 

(U58284) cellulose synthase [Gossypium hirsutum] 
395539 

61149_1.R1084 
g428798 

395540 

61151JL.R1084 

g428800 

BLASTX 

gl708462 

370 

1.0e-35 

115 

60 

IAA-AMINO ACID HYDROLASE HOMOLOG 2 PRECURSOR >gi_902791 
(U23796) ILL2 [Arabidopsis thaliana] 

395541 

61182_1.R1084 
g428946 



395542 

61183_1.R1084 

g568434 

BLASTX 

g2129651 

241 

3.0e-20 

137 

43 

myosin heavy chain ATM2 
>gi_4 9904 5_emb_CAA8 4 0 65_ 
thaliana] 



Arabidopsis thaliana (fragment) 
(Z34292) myosin [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 



395543 

61190_1.R1084 

g428843 

BLASTX 

gll70242 

528 

4.0e-54 

108 

94 

FERROCHELATASE PRECURSOR (PROTOHEME FERRO-L YASE ) 
SYNTHETASE) >gi_474966_dbj_BAA05101_ (D26105) 
ferrochelatase [Hordeum vulgare] 

395544 

61191_1.R1084 
g4881169 
BLASTX 
g2626753 



(HEME 



50401 





f> 


BLAST score 


357 


E value 


7.0e-34 


Match length 


140 


% identity 


55 


NCBI Description 


(AB008782) sulfate 




transporter [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395545 

61205_1.R1084 

g2427843 

BLASTX 

g3641863 

177 

5.0e-13 

41 

78 

(AJ005042) beta-galactosidase 



[Cicer arietinum] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No* 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



395546 

61214_1.R1084 
g428868 

395547 

61215_1.R1084 
g3768043 

395548 

61217_1.R1084 
g428980 

395549 

61235JL.R1084 
g2310302 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395550 

61241JL.R1084 

g3767357 

BLASTX 

g3785997 

206 

7.0e-16 

90 
48 

(AC0054 99) putative 



annexin [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



395551 

61247JL.R1084 
g428901 

395552 

61276JL.R1084 

g3767983 

BLASTX 

g3402817 

313 

3.0e-28 

68 

90 



50402 



NCBI Description (AJ007829) lacZ 1 [Cloning vector pGreen] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



395553 

61286_1.R1084 

g4715343 

BLASTX 

g2632254 

515 

5.0e-68 

226 
66 

(Y12465) serine/threonine kinase [Sorghum bicolor] 
395554 

61304JL.R1084 

g702472 

BLASTX 

g2498731 

929 

1.0e-100 

316 
57 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE PI 

>gi_1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886428_emb_CAA89838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 

395555 

61337JL.R1084 

g428995 

BLASTX 

g2959358 

418 

4.0e-41 

96 

88 

(X96758) clathrin coat assembly protein AP17 [Zea mays] 
395556 

61339_1.R1084 

g428997 

BLASTX 

g4204793 

308 

3.0e-28 

121 

24 

(U52079) P-glycoprotein [Solanum tuberosum] 
395557 

61343_1.R1084 
g3760620 



Seq. No. 
Contig ID 
5' -most EST 



395558 

61355_1.R1084 
g3760738 



50403 



Seq. No. 395559 
Contig ID 61370_1 .R1084 

5 1 -most EST g3760898 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395560 

61380_1.R1084 

g5455494 

BLASTX 

g2132302 

265 

1.0e-22 

190 

35 

hypothetical protein YPR144c - yeast (Saccharomyces 
cerevisiae) >gi_1066493 (U40829) Weak similarity near 
C-terminus to RNA Polymerase beta subunit (Swiss Prot. 
accession number P11213) and CCAAT-binding transcription 
factor (PIR accession number A36368) [Saccharomyces 
cerevisiae] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395561 

61384JL.R1084 

g3760977 

BLASTX 

gl708236 

235 

2.0e-19 

70 

67 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE (HMG-COA SYNTHASE) 
( 3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_2129617_pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaliana 
>gi__1143390_emb__CAA58763_ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsi-s thaliana] 

>gi_1586548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5" -most EST 



395562 

61387J..R1084 
g454504 

395563 

61391J..R1084 
g3767614 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395564 

61401_1.R1084 

g454523 

BLASTX 

g4206197 

324 

3.0e-30 

87 

35 

(AF071527) putative 
thaliana] 



pre-mRNA splicing 



factor [Arabidopsis 



50404 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395565 

61405_1.R1084 

g454527 

BLASTX 

g2160314 

199 

3.0e-15 

112 

47 

(D25236) possible 1-3, 1-4-beta-glucanase coding sequence 
[Oryza sativa] 

395566 

61411_1.R1084 

g3767787 

BLASTX 

g3769673 ^ 
117 

2.0e-10 

69 

40 

(AF095285) Tic20 [Pisum sativum] 
395567 

61424_1.R1084 

g568153 

BLASTX 

g6013204 

418 

6.0e-41 

111 

68 

(AF177989) alpha-soluble NSF attachment protein; alpha-SNAP 
[Arabidopsis thaliana] 

395568 

61430_1.R1084 

g5004034 

BLASTN 

gl4394 

566 

0.0e+00 

618 

98 

T.aestivum mitochondrion fMet, 18S, 5S repeat unit DNA 
395569 

61472_1.R1084 
g567992 
BLASTX * 
g6093997 
374 

6.0e-36 

78 

97 

60S RIBOSOMAL PROTEIN Lll >gi_2570507 (AF022736) ribosomal 



50405 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5' -most EST 
Method 



protein [Oryza sativa] 
395570 

61476_1.R1084 
g6012834 

395571 

61499_1.R1084 

g568026 

BLASTX 
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beq. no. 
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£1 R1 R 1 R1 HR4 


o -most hib i 


yjUOlijZ 


beq. no. 




contig id 


01041/ I.KIUO^: 


D -most k*oi 


g4 yooDJi 


Method 


JdJ-ltiO 1 A 


MOD T CT 

NUbl bl 


gZ 1DU1DO 


BLAST score 


144 


E value 


3.0e-09 


Match lengtn 


DO 


% identity 


yip 


nldi Description 


fapnnm Mn Hef inn f i nn 

^n^UwUiJi/ ViKJ i. -L il-L LJ.U1I 


oeq. imo • 


O _? J *J / *S 


Contig ID 


OlO / / 1 . KlUO 4 


o -most tibi 


— ,>! 71 ^7QQ 

g4 / 1 o / oo 


Method 




JNODl Ufl 


rr41 96471 


BLAST score 


14z 


E value 


6 . Oe-lo 


Match length 


85 


% identity 


60 


NCBI Description 


(AB014722) rSALT-l(806) 


Seq. No. 


395575 


Contig ID 


61605 1.R1084 


5 '-most EST 


g5455394 


Method 


BLASTN 


NCBI GI 


g5852170 


BLAST score 


248 


E value 


1.0e-137 


Match length 


542 


% identity 


50 


NCBI Description 


Oryza sativa indica{GLA4 




clone:tl7804 



definition line found [Arabidopsis thaliana] 



[Rattus norvegicus] 



genomic DNA, chromosome 4, BAC 



Seq. No. 



395576 



50406 




contig id 


£1 £0£ "3 Pi C\QA 


0 IlLUo L ZtOl 




Method 


DliHo IN 


NCBI GI 


g6063530 


BLAST score 


215 


E value 


1 Ho— 1 1 7 

i . ue ii / 


Match length 




% identity 


96 


NCBI Description 


Oryza sativa genomic DNA, chromosome 3, clone : P0043E01 


beq. JMO . 




Contig ID 


61612 1.R1084 


5' -most EST 


g568157 


O /-» KT/-\ 

beq* jno . 


o yjj / 0 


Contig ID 


61640 1.R1084 


5' -most EST 


g568185 


beq. NO. 




oontig iu 


Olu4Z 1.K1U0 4 


o -most hoi 


~ / Q Q 1 77/1 1 

g4 oolU41 


Seq. No. 


o q c con 


Contig ID 


bl / Ul 1 . KlUo4 


0 -IUOSt Cib 1 


go Doz 4 o 


Method 


tit t\ p rp"V 


NCBI GI 


g43oo(J12 


BLAST score 


460 


E value 


5.0e-46 


Match length 


yd 


% identity 




NCBI Description 


(ArUoo/i/j putative canose syntnase cataiytit ;bLLL>u.xiii_ 




[Gossypium hirsutum] 


Seq. No. 




Contig ID 


ri 01 0 1 T51 no / 
0lol2 l.RIUo4 


o -most hoi 


gooo4o4 


Method 


T3T 7\ O l~p\7 

BLASTX 


NCBI GI 


—0 c ^ 1 one 
g^04 lo / 0 


BLAST score 


175 


E value 


7.0e-14 


Match length 


QO 


^ luentity 


01 


NCBI Description 


(D26015) CND41, chloroplast nucleoid DNA binding prote: 




[Nicotiana tabacum] 


beq. no. 




Contig ID 


61852 1.R1Q84 


5' -most EST 


g2309768 


Seq. No. 


395o83 


Contig ID 


61858 1.R1084 


5 1 -most EST 


g568409 


Method 


BLASTN 


NCBI GI 


g6006355 


BLAST score 


267 


E value 


1.0e-148 



50407 



Match length 285 
% identity 99 

NCBI Description Oryza sativa genomic DNA, chromosome 6, clone : P0493C11 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395584 

61861_1-R1084 
g5002990 

395585 

61864_1.R1084 

g568416 

BLASTX 

g3702340 

243 

1.0e-20 

123 
41 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
395586 

61890_1.R1084 
g568442 

395587 

61906JL.R1084 

g568460 

BLASTX 

g4427003 

273 

5.0e-24 

76 

70 

(AF127664) NBD-like protein [Arabidopsis thaliana] 
395588 

61914J..R1084 

g568470 
BLASTX 
g4106690 
372 

2.0e-43 

164 
56 

(AL035065) putative urea active transporter 
[Schizosaccharomyces pombe] 

395589 

61 92 1_1. RIO 8 4 

g3767239 

BLASTX 

gl518540 

465 

4.0e-81 

183 
91 

(U53418) UDP-glucose dehydrogenase [Glycine max] 



50408 



064. NO . 




z™ 1 4- -4 /-r t r"s 


CI Q9C 1 Rl 


O IllUo L HjO I 


rr?^1 1 T7I 

LjL Jill / 1 




DT BQrpY 


NCBI GI 


g2244994 


BLAST score 


292 


E value 


± • uc 1 1 


ridtCrfll Icily Hi 


J. U -7 


■5 identity 


7 Q 


wldi uescripnon 




beq. WO. 




oontig iu 


CI Q1Q 1 131 HP 4 


3 most JC10 1 


y j do fi _?>j 




oliriO 1 A 


NCBI GI 


g4063821 


BLAST score 


208 


E value 


z . ue 1 0 




j j. 


% identity 


0 z 


ncdi Description 


^fi-DU 1 3 *± J piaoLlUlO rilir oUlluiyiaoc [viy^a oauivaj 


Seq. No. 




contig id 


CI Q>I Q 1 T51 HQ A 


O — ItlOSr XIjOI 


goooouo 


Method 


D.Utt.0 1 A 


NCBI GI 


gl669599 


BLAST score 


209 


E value 


1 . ue~io 


Jxiarcn lengrn 


i?U 


% identity 


DU 


NCBI Description 


/FiQQ'7^C\ 7\D7 Q1 T7iv=iV>-i/^ Ar\ o-io f Vial i anal 

\Uoo/4o; AK/yi [ firaDiCLopsis unananaj 


beq. no. 


OQCCQO 


contig id 


£T1 QCO 1 D1 HQ A 




gooooui? 


Method 


"DT 7i crpv 






BLAST score 


300 


E value 


5.0e-35 


lyiancn lengtn 




identity 


11 


NCBI Description 


(AC007268) putative serine carboxypeptidase [Arabidops: 




thaliana] 


O r-\ y* "KT y* 

beq. wo. 




uontig iu 


ci Qin 1 i5i n q 4 


rr t „,_,._ j_ porn 

0 — most hoi 


gioo4zo 0 


Seq. No. 




Contig ID 


connn 1 di no/ 
bz:UUU l.K±Uo4 


j uluo t HiO j. 




Method 


BLASTX 


NCBI GI 


g2183249 


BLAST score 


558 


E value 


3.0e-57 


Match length 


176 



50409 




% identity 65 

NCBI Description (AF002211) glutathione-S-transferase [Triticum aestivum] 

>gi_4185800 (AF109714) glutathione S-transf erase [Triticum 
aestivum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



395596 

62012_1.R1084 
g568572 

395597 

62018_1.R1084 
g568578 

395598 

62019_1.R1084 
g568579 

395599 

62031JL.R1084 
g568591 

395600 

62033_1.R1084 
g4969366 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395601 

62045JL.R1084 

g571983 

BLASTN 

g2407276 

181 

4.0e-97 

313 

91 

Oryza sativa lipid transfer protein LPT IV mRNA, complete 
cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395602 

62069_1.R1084 

g568630 

BLASTX 

gl945283 

489 

2.0e-49 

124 

83 

(Y11351) myb factor [Oryza sativa] 



Seq. No. 
Contig ID 
S'-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



395603 

62078_1.R1084 

g702367 

BLASTX 

g5031281 

148 

3.0e-09 

38 

74 



50410 



NCBI Description (AF139499) unknown [Prunus armeniaca] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395604 

62089_1.R1084 
g568651 

395605 

62109JL.R1084 

g568672 

BLASTX 

g5669871 

438 

1.0e-51 

134 

84 

(AF135014) dihydrolipoamide S-acetyltransferase [Zea mays] 



395606 

62115_1.R1084 

g568686 

BLASTN 

g6069643 

35 

3.0e-10 

43 

95 

Oryza sativa genomic 



DNA, chromosome 6, clone: P0514G12 



395607 

62122_1.R1084 
g569312 

395608 

62124JL.R1084 

g2428073 

BLASTX 

g3649758 

339 

6.0e-37 

176 

52 

(Z98547) predicted using hexExon; MAL3P3.6 (PFC0350c), 
T-complex protein eta subunit, len: 540 aa; Similarity to 
T-complex proteins, eta subunit. H. sapiens T-complex 
protein, eta subunit (SW:TCPH_HUMAN) BLAST Score: 154 9, sum 

395609 

62134_1.R1084 

g568708 

BLASTX 

g5326544 

291 

3.0e-26 

112 

53 

(Y18055) calcium dependent protein kinase [Arachis 
hypogaea] 



50411 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



395610 

62172_1.R1084 
g2311102 

395611 

62172_2.R1084 

g571688 

BLASTX 

g5733886 

222 

1.0e-44 

160 

68 

(AC007932) F11A17, 



20 [Arabidopsis thaliana] 



395612 

62172_3.R1084 

gl631762 

BLASTX 

g5733886' 

263 

3.0e-23 

67 

75 

(AC007932) F11A17.20 [Arabidopsis thaliana] 
395613 

62176J..R1084 

g4880871 

BLASTX 

gll55090 

492 

1.0e-49 

136 

62 

(X94986) beta glucosidase [Manihot esculenta] 
395614 

62189_1.R1084 
g568754 

395615 

62196_1.R1084 

g569022 

BLASTX 

g4588012 

352 

3.0e-33 

130 

52 

(AF085717) putative callose synthase catalytic subunit 
[Gossypium hirsutum] 

395616 

62200_1.R1084 
g4715072 



50412 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



395617 

62204_1.R1084 
g568947 

395618 

62205_1.R1084 

g2309953 

BLASTX 

g4337025 

372 

1.0e-35 

125 

56 

(AF123253) AIM1 protein [Arabidopsis thaliana] 
>gi_4972047_emb_CAB43915.1_ (AL078470) AIM1 protein 
[Arabidopsis thaliana] 

395619 

62211_1.R1084 

g5003665 

BLASTX 

g2129944 

368 

7.0e-35 

85 

84 

RNA-binding protein RZ-1 - wood tobacco 

>gi 1395193_dbj_BAA12064_ (D83696) RNA-binding protein RZ-1 
[Nicotiana sylvestris] >gi__1435062_dbj__BAA06012_ (D28861) 
RNA binding protein, RZ-1 [Nicotiana sylvestris] 

395620 

62213J..R1084 
g568780 

395621 

62217_1.R1084 

g3761550 

BLASTX 

g3152559 

257 

7.0e-22 

87 

57 

(AC002986) Similarity to A. thaliana gene product 
F21M12.20, gb_AC000132. EST gb_Z25651 comes from this gene. 
[Arabidopsis thaliana] 

395622 

62219_1.R1084 
g568787 

395623 

62236J..R1084 

g568804 

BLASTX 



50413 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No* 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5' -most EST 




gl402912 
151 

7.0e-ll 

53 

79 

(X98317) peroxidase 
395624 

62276_1.R1084 

g568927 

395625 

62278JL.R1084 
g568848 

395626 

62282_1.R1084 
g2280820 




[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



395627 

62284JL.R1084 
g569049 

395628 

62289J..R1084 
g2428690 

395629 

62293JL. R1084 
g699877 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5" -most EST 



395630 

62299JL.R1084 
g568869 

395631 

62303_1.R1084 
g568873 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395632 

62315JL.R1084 

g568904 
BLASTX 
g4580394 
231 

2.0e-19 

86 

50 

(AC007171) putative fatty acid elongase [Arabidopsis 
thaliana] 



Seq. No. 395633 

Contig ID 62318_1 .R1084 

5 '-most EST g2427699 

Seq. No. 395634 

Contig ID 62323JL.R1084 



50414 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g568893 
BLASTX 
g2673918 
337 

3.0e-31 

101 

65 

(AC002561) 



unknwon protein [Arabidopsis thaliana] 



395635 

62345_1.R1084 

g568915 

BLASTX 

g4325324 

574 

4.0e-59 

119 

89 

(AF125574) lysyl-tRNA synthetase; LysRS [Arabidopsis 
thaliana] >gi_6041823_gb_AAF02138. 1_AC009918_10 (AC009918) 
lysyl-tRNA synthetase [Arabidopsis thaliana] 

395636 

62349JL.R1084 
g568920 

395637 

62356_1.R1084 
g568928 

395638 

62361JL.R1084 

g569395 

BLASTX 

gl621268 

235 

1.0e-19 

63 
68 

(Z81012) unknown [Ricinus communis] 
395639 

62362JL.R1084 
g568934 

395640 

62366JL.R1084 

g568938 

BLASTX 

g3881978 

336 

2.0e-31 

148 

48 

(Y11348) annexin-like protein [Medicago sativa] 



Seq. No. 



395641 



50415 






Pont" i n T H 
i — i_y iu 


62378 1.R1084 




5 1 -most EST 


g37 62904 










NCBI GI 


g3292832 




BLAST score 


208 




£j V Q X, LlC 


3. Oe-16 




M^tph 1 pncr1"h 

J. -Id. L> vll ±<^11U Ull 


82 




% identity 


60 




NCBI Description 


(AL031018) putative protein [Arabidopsis thaliana] 






395642 




Contig ID 


62381 1.R1084 




5' -most EST 


g2310145 




O C v-£ » LNU • 


395643 




Pont i a TD 


62394 1.R1084 




c; t _ Tnnc ,4- pqrp 

J ULvJoL HiO X 


cr4878595 






395644 




ooiiLXy ±u 


6?4n? 1 R1084 






a5803390 




lYietnou. 


LjXjt^.0 X 


i- 


NCBI GI 


g4314355 




BLAST score 


393 










Match length 


1 99 


p. 


"5 XGcilL-XCy 




ET- 


jnudx uescriptiou 


f APPin 6^4 fi 1 nnVnnwn nrntpi n r A'r^Tnicio'Dsis thaliana! 


s 


beg, lno. 






uont-ig X1J 


6941 9 1 Rl DP4 


PI; 
J"" 




rr 1 ^ 69103 




cuex-iioci 


DlulO X 




vrpDj fT 
LNv^DX bi 


y*±*±o < ±rtou 




BLAST score 


285 




E value 


7.0e-26 


o 


Mafrh 1 f^nrrthi 


75 




& i He^nt 1 1 v 


67 




NCBI Description 


(AC006234) putative (1-4) -beta-mannan endohydrolase 






[Arabidopsis thaliana] 






395646 

«J -/ *J \J T V 




Contig ID 


62427 1.R1084 




5' -most EST 


g569458 






395647 




Contig ID 


62441 1.R1084 




5 '-most EST 


g572263 






395648 




kXJ.liU.xy -LJJ 


62454 1 R1084 




O —mOSt IjOI 


go O ^ X 




Seq. No. 


395649 




Contig ID 


62468 1.R1084 




5' -most EST 


g571619 




Method 


BLASTX 



50416 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4836910 
281 

4.0e-27 

96 

66 

(AC007153) 51396 [Arabidopsis thaliana] 
395650 

62487J..R1084 

g569065 

BLASTX 

gl707016 

274 

1.0e-24 

59 
83 

(U78721) cadmium-induced protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395651 

62555JL.R1084 

g569136 

BLASTX 

g4056552 

349 

6.0e-33 

96 

68 

(AL034583) putative nucleotide binding protein 
[Schizosaccharomyces pombe] 

395652 

62565_1.R1084 

g569146 

BLASTN 

g5257255 

79 

2.0e-36 

234 

33 

Oryza sativa genomic DNA, chromosome 8, clone : P0 02 6F07 



395653 * 

62567_1.R1084 

g4715059 

BLASTX 

g4902476 

238 

8.0e-20 

72 

60 

(AJ238802) MAP 



kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 



395654 

62573_1.R1084 

g4969321 

BLASTX 



50417 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2072553 
264 

9.0e-23 

78 

65 

(AF001395) salT gene product [Oryza sativa] 



395655 

62575JL.R1084 

g569336 

BLASTX 

gll43381 

147 

2.0e-09 

40 

60 

( Z4 90 63 ) polygalacturonase 



inhibitor [Actinidia deliciosa] 



Seq. No. 

Contig ID 
5' -most EST 



395656 

62577_1.R1084 
g569158 

395657 

62580_1.R1084 

g3763631 

BLASTX 

g5091508 

212 

1.0e-16 

79 

56 

(AB023482) ESTs C22458 (C62866) , C22459 (C62866) correspond to 
a region of the predicted gene.; Similar to genomic 
sequence of Arabidopsis thaliana BAC F8A5, complete 
sequence. (AC002292) [Oryza sativa] 

395658 

62585JL.R1084 
g569166 

395659 

62594_1.R1084 

g701081 

BLASTX 

g5702190 

174 

2.0e-12 

47 
66 

(AF106087) 4-coumarate:CoA ligase 3 [Arabidopsis thaliana] 
>gi_5 7021 92_gb_AAD4 7 195. 1_AF1 06088_1 (AF 106088) 
4-coumarate:CoA ligase 3 [Arabidopsis thaliana] 

395660 

62598JL.R1084 
g569179 



50418 



ft • 









69617 1 R1084 

U£,U1 / _L « 1TN.-L UOI 


S'-most EST 


a5695Tl 




OUCiAj X lit 


NCBI GI 


g5777612 


BLAST score 


74 


Hi V Ct-L U.C 


3 Oe-33 


ixiaucn xenyun 


1 4fi 

IIO 


% identity 


34 


NCBI Description 


Oryza sativa chromosome 4 BAC q3037-207Fl complete genome 




395662 

■*J ~s *J \J \J 


Contig ID 


62629 1.R1084 


5 T -most EST 


g569210 


uCvji IN • 


395663 
•j -/ o \j sj -j 


Prm-h i rr TP) 
^*JJIU-Ly XL/ 


69650 1 R1084 


c i _ TnnC! +- FQT 
3 IllUot HjOI 


rr R 6Q94~4 


oeg. jno * 


3QR664 


C r\Ti +- -i rr T Pi 


69655 1 R10fi4 




a5 69253 


HC L.11UU 




NCBI GI 


g4678342 


BLAST score 


179 


TT 5 1 11Q 

£j ValUc 


D • UfcS XO 


naLUIl XGliyL.J.1 


XXI 


^ laennxuy 




jNwt>x Jjescrxpuxon 


f 7\T fl^Q^RQ^ 1 t naoQ 1 -J Ires r^r*o+* o i n rSrshi Hone; i <; f*ha1 l sn^ 1 

^i-iXiUfx jDj j) lipdbc XXJs.fc? piULcili L"-- 1 - ciiJ-LvawLvoXiD Liiaxxaiia j 


oeq. i\io. 


JJJ DDJ 




£9££d 1 Rl 08 4 




aS692^4 

y JU Zs \J rt 


lie Liiuu 


RT.ASTX 


NCBI GI 


g2736186 


BLAST score 


302 


Hi vqIUc 




jyiatcn xengtn 




% identity 


36 


NCBI Description 


(AF024623) galactose kinase [Arabidopsis thaliana] 


064, iNO . 




Contig ID 


62669 1.R1084 


5 '-most EST 


g569269 


Qa/r "Mrs 
OC^t LM (J • 




k^onxxy 


69^74 1 R1 Oft 4 


o -most lijoi 


/t9 i n^^i 


beg. wo. 


O DDO 


uonr.xg iu 


^9 ^7 Ci 1 Dl 0S4 


R'-Tnn«?t EST 


g7007T0 


Method 


BLASTX 


NCBI GI 


g2982783 


BLAST score 


181 


E value 


9.0e-16 


Match length 


135 
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D • 

% identity 37 

NCBI Description (AE000670) 3-hydroxyisobutyrate dehydrogenase [Aquifex 
aeolicus] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



395669 

62692J..R1084 
g569292 

395670 

62693J..R1084 
g569293 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395671 

62696_1.R1084 

g569296 

BLASTX 

g3540194 

320 

1.0e-46 

128 - 
77 

(AC004260) AtVPS45p [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



395672 

62716_1.R1084 
g569316 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395673 

62726_1.R1084 

g2428626 

BLASTX 

g3482929 

215 

4.0e-17 

63 

65 

(AC003970) Putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395674 

62728_1.R1084 

g5667610 

BLASTX 

g5441889 

291 

3.0e-51 

164 

61 

(AP000367) Similar to SEC7 protein, Saccharomyces 
cerevisiae, PIR2:S497 64; Contains Immunoglobulins and major 
histocompatibility complex proteins signature. (AL022604) 
[Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



395675 

62731_1.R1084 

g4878638 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 r -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2224915 
383 

8.0e-37 

112 
61 

(U95968) 



beta-expansin [Oryza sativa] 



395676 

62738JL.R1084 

g569338 

BLASTX 

g2132930 

294 

1.0e-26 

86 
58 

probable membrane protein YOR262w - yeast (Saccharomyces 
cerevisiae) >gi_1420591_emb_CAA99484_ (Z75170) ORF YOR262w 
[Saccharomyces cerevisiae] 

395677 

62742_1.R1084 
g569342 

395678 

62753_1.R1084 
g3061106 

395679 

62765J..R1084 
g569370 

395680 

62769JL.R1084 

g569561 

BLASTX 

g4006905 

649 

4.0e-68 

140 

89 

(Z99708) ATPase-like protein [Arabidopsis thaliana] 
395681 

62780JL.R1084 
g569387 

395682 

62810_1.R1084 

g569417 

BLASTX 

gl076748 

171 

5.0e-12 
91 
46 

major intrinsic protein 



rice >gi__440869_dbj_BAA04257_ 



50421 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



(D17443) major intrinsic protein [Oryza sativa] 
395683 

62815JL.R1084 
g571632 

395684 

62830_1.R1084 
g569460 

395685 

62835_1.R1084 

g569444 

BLASTX 

g4262142 

173 

1.0e-12 

55 

60 

(AC005275) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 

395686 

62836_1.R1084 
g702036 

395687 

62844_1.R1084 

g569453 

BLASTX 

g5733866 

217 

1.0e-26 

84 

70 

(AC007932) Contains similarity to gb_M73488 
1-aminocyclopropane-l-carboxylate deaminase from 
Pseudomonas sp. ESTs gb_Z18033 and gb_Z34214 come from 
this gene. [Arabidopsis thaliana] 

395688 

62845J..R1084 

g2312554 

BLASTX 

g2281115 

351 

1.0e-39 

121 

73 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 

395689 

62864JL.R1084 
g569965 



Seq. No. 



395690 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62868JL.R1084 

g569490 

BLASTX 

g3927832 

194 

8.0e-15 

71 
54 

(AC005727) putative cytochrome P450 [Arabidopsis thaliana] 



395691 

62882JL.R1084 

g569504 

BLASTX 

g!272347 

223 

4.0e-18 

91 

48 

(U51739) secreted glycoprotein 2 



[Ipomoea trifida} 



395692 

62886_1.R1084 

g2280574 

BLASTX 

gl084462 

186 

6.0e-14 

69 
57 

RCg2 protein - rice >gi_786130 (L27209) RCc2 [Oryza sativa] 
>gi_786134 (L27210) root-specific protein [Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No." 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



395693 

62901JL.R1084 
g569524 

395694 

62933_1.R1084 

g569556 

BLASTX 

g3025189 

169 

5.0e-12 

107 

34 

HYPOTHETICAL 67, 
>gi_1652753_dbj_ 
sp.] 

395695 

62975__1.R1084 

g569599 

BLASTX 

g2655098 

314 

1.0e-28 



1 KD PROTEIN SLL1770 

BAA17672 (D90908) ABCl-like [Synechocystis 
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74 


% identity 


76 


NCBI Description 


(AF023472) peptide transporter [Hordeum vulgare] 


C o rr Mrs 




Contig ID 


63009 1.R1084 


5 f -most EST 


g702678 


JCU i V* \J » 


395697 


Contig ID 


63024 1.R1084 


5 1 -most EST 


g5667640 




395698 


Contig ID 


63027 1.R1084 


5 1 -most EST 


g571756 




395699 


Contig ID 


63035 1.R1084 


5' -most EST 


g571950 




395700 




£-3fnq i R1084 

U JU 1 • I\lUO 1 


o —most Hjoi 


yj 0 jOD / 


beg. no. 


o yO 1 U 1 


contig il> 


OjU ^4 1 . Ki U O 4 


0 — IuOSl tiO I 


go / -LOO*! 




dt 7\q<pY 
E5 J_i.rlD i A 


NCBI GI 


g3894187 


BLAST score 


228 


E value 




ixia ten lenyLu 




% identity 


11 


NCBI Description 


(AC005662) hypothetical protein [Arabidopsis thaliana] 






Contig ID 


63046 1.R1084 


5' -most EST 


g569891 




^) sJ I \J ~J 


Contig ID 


63054 1.R1084 


5' -most EST 


g569715 


beg. wo. 




Contig ID 


63060 1.R1084 


5' -most EST 


g4969192 


beg. ino . 


Ojj / Uj 


Contig ID 


63065 1.R1084 


5 '-most EST 


g569693 


~ v-^ • LNU • 


395706 


Contig ID 


63083 1.R1084 


5 f -most EST 


g571838 


Seq. No. 


395707 


Contig ID - 


63109_1.R1084 
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5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



g569738 
395708 

63118JL.R1084 
g569747 

395709 

63140_1.R1084 

g571745 

BLASTX 

g729775 

156 

3.0e-10 

134 

37 

HEAT SHOCK FACTOR PROTEIN HSF8 {HEAT SHOCK TRANSCRIPTION 
FACTOR 8) (HSTF 8) (HEAT STRESS TRANSCRIPTION FACTOR) 

>gi_100264_pir S25481 heat shock transcription factor 8 - 

Peruvian tomato >gi_19492_emb_CAA47869_ (X67 600) heat shock 
transcription factor 8 [Lycopersicon peruvianum] 

395710 

63142_1.R1084 
g569772 

395711 

63145_1.R1084 

g571695 

BLASTX 

g4938497 

356 

4.0e-48 

129 
71 

(AL078465) isp4 like protein [Arabidopsis thaliana] 
395712 

63152_1.R1084 

g569782 

BLASTX 

g5263330 

239 

4.0e-20 

79 

57 

(AC007727) Contains similarity to gb_AJ000644 SPOP 
(speckle-type POZ protein) from Homo sapiens and contains a 
PF_00651 BTB/POZ domain. ESTs gb_T75841, gb_R89974, 
gb_R30221, gb_N96386, gb_T76457, gb_AI100013 and gb 

395713 

63173_1.R1084 
g569803 

395714 

63174J..R1084 
g569889 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395715 

63183_1.R1084 
g569813 

395716 

63201JL.R1084 

g571927 

BLASTX 

g2129826 

407 

1.0e-39 

127 

64 

dynamin-like protein phragmoplastin 5 
(U36430) SDL5A [Glycine max] 



soybean >gi_1218004 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



395717 

63209JL.R1084 

g571758 

BLASTX 

g3341679 

396 

6.0e-44 

137 

66 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

395718 

63213_1.R1084 
g569843 

395719 

63217__1.R1084 

g572082 

BLASTX 

g3068705 

197 

8.0e-15 

95 

48 

(AF049236) unknown [Arabidopsis thaliana] 
395720 

63220J..R1084 
g569900 

395721 

63221_1.R1084 
g569852 

395722 

63236_1.R1084 
g2431517 



Seq. No. 



395723 
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Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



63240_1.R1084 
g569892 

395724 

63241_1.R1084 

g3768047 

BLASTX 

g3080427 

384 

5.0e-65 

189 

67 

(AL022604) putative protein [Arabidopsis thaliana] 
395725 

63251JL.R1084 
g569881 

395726 

63289JL.R1084 

g2428119 

BLASTX 

gl765899 

928 

1.0e-112 

217 

80 

(Y07917) Spot 3 protein [Arabidopsis thaliana] >gi_1839244 
(U86700) EGF receptor like protein [Arabidopsis thaliana] 

395727 

63298_1.R1084 
g3762650 

395728 

63352_1.R1084 

g4969195 

BLASTX 

g4886273 

160 

6.0e-ll 

64 

50 

(AL050300) hypothetical protein [Arabidopsis thaliana] 
395729 

63359_1.R1084 
g571641 

395730 

63361_1.R1084 
g4714840 

395731 

63371_1.R1084 
g701743 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395732 

63382_1.R1084 

g2280976 

BLASTN 

g2804255 

40 

5.0e-13 

47 

96 

Oryctolagus cuniculus mRNA for interferon gamma, complete 
cds 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395733 

63383_1.R1084 

g2311575 

BLASTX 

g3320122 

189 

6.0e-14 

143 
34 

(U46007) espin [Rattus norvegicus] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395734 

63395_1.R1084 

g4878255 

BLASTX 

g3643611 

290 

5.0e-26 

103 

58 

(AC005395) putative casein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



395735 

63400_1.R1084 
g570034 



Seq. No. 

Contig ID 
5' -most EST 



395736 

63401JL.R1084 
g570035 



Seq. No. 
Contig ID 
5' -most EST 



395737 

63402_1.R108^ 
g572162 



Seq. No. 
Contig ID 
5 '-most EST 



395738 

63412_1.R1084 
g571948 



Seq. No. 
Contig ID 
5 '-most EST 



395739 

63418JL.R1084 
g570052 



Seq. No. 
Contig ID 
5 '-most EST 



395740 

63420_1.R1084 
g571728 
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# 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395741 

63435JL.R1084 

g570070 

BLASTX 

g5882732 

607 

5.0e-63 

139 

83 

(AC008263) Similar to gb_AF135422 GDP-mannose 
pyrophosphorylase A (GMPPA) from Homo sapiens. ESTs 
gb_AA712990, gb_N65247, gb_N38149, gb_T04179, gb_Z38092, 
gb_T76473, gb_N96403, gb_AA394551 and gb_AA728527 come from 



Corf Mr\ 

oeq . ino • 


^Q^749 


oomzig id 




o -most sLoi 


go / uu y y 


Seq. No. 




Contig ID 


1 D1 H£)yi 

D04DD ±.K1Uo4 


o —most, Hjoi 


y D / ZUOf± 




DijfiO J. A 


NCBI GI 


g4584539 


BLAST score 


197 


E value 


z . ue-io 


Matcn lengtn 




% identity 


66 


NCBI Description 


(AL049608) extensin- 


Seq. No. 




Contig ID 


63466 1.R1084 


5' -most EST 


g571792 


beq. no* 






6^4 Q4 1 R1 084 


5 '-most EST 


g570132 


Method 


BLASTX 


NCBI GI 


g4558659 


BLAST score 


343 


E value 


3.0e-32 


Match length 


121 


% identity 


56 


NCBI Description 


(AC007063) unknown ; 


Seq. No. 


395746 


Contig ID 


63507 1.R1084 


5 '-most EST 


g571959 


Seq. No. 


395747 


Contig ID 


63514 1.R1Q84 


5' -most EST 


g571868 


Seq. No. 


395748 


Contig ID 


63534 1.R1084 


5 '-most EST 


g5003590 
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Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395749 

63539_1.R1084 
g570178 

395750 

63565J..R1084 

g571708 

BLASTX 

g4490338 

126 

9.0e-13 

74 

61 

(AL035656) putative auxin-induced protein [Arabidopsis 
thaliana] 





Seq. No. 


395751 




Contig ID 


63580 1.R1084 




5' -most EST 


g572185 




Method 


BLASTX 




NCBI GI 


g4586112 




BLAST score 


388 




E value 


2.0e-37 




Match length 


132 




% identity 


57 




NCBI Description 


(AL049638) putative protein [Arabidopsis thaliana] 




Seq. No. 


395752 




Contig ID 


63595 1.R1084 




5 r -most EST 


g572103 




Method 


BLASTX 




NCBI GI 


gll69782 




BLAST score 


401 




E value 


3.0e-41 




Match length 


141 




% identity 


63 




NCBI Description 


FUSCA PROTEIN FUS6 >gi 432446 (L26498) FUS6 [Arabidopsis 



thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



395753 

63596J..R1084 
g571583 

395754 

63604JL.R1084 
g571603 

395755 

63609JL.R1084 
g571597 

395756 

63612_1.R1084 

g571939 

BLASTX 

g2586127 

219 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
.5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



5.0e-18 

61 

70 

(U89510) b-keto acyl reductase [Hordeum vulgare] 



395757 

63630_1.R1084 

g571618 

BLASTX 

g3924612 

291 

4.0e-26 

63 

90 

(AF069442) mitochondrial elongation factor Tu 
thaliana] >gi_4263511_gb_AAD15337_ (AC004044) 
elongation factor Tu [Arabidopsis thaliana] 



[Arabidopsis 
mitochondrial 



395758 

63647_1.R1084 
g572105 

395759 

63662_1.R1084 

g572164 
BLASTX . 
g4914423 
231 

5.0e-19 

138 

38 

(AL050351) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

395760 

63746_1.R1084 
g572022 

395761 

63836_1.R1084 

g571835 

BLASTX 

g4580391 

154 

7.0e-10 

119 
38 

(AC007171) unknown protein [Arabidopsis thaliana] 
395762 

63838_1.R1084 
g571837 

395763 

63850JL.R1084 
g571941 
" BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2832629 
122 

5.0e-15 

96 

49 

(AL021711) 
thaliana] 



4-coumarate-CoA ligase-like [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



395764 

63917_1.R1084 
g572048 

395765 

63943_1.R1084 
g3769048 

395766 

63969JL.R1084 
g4969196 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395767 

64040_1.R1084 

g572049 

BLASTX 

g4191784 

342 

4.0e-32 

113 

57 

(AC005917) putative WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395768 

64089JL.R1084 

g701270 

BLASTX 

g4850398 

441 

5.0e-45 

156 

50 

(AC007357) Strong similarity to gi_3313615 F21J9.9 from 
Arabidopsis thaliana and is a member of the PF_00067 
Cytochrome P450 family 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395769 

64092_1.R1084 

g5005474 

BLASTX 

gl848225 

193 

2.0e-14 

61 

52 

(U88090) nonspecific lipid transfer protein [Hordeum 
vulgare] 
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NCBI Description 


(AC004667) unknown 
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NCBI Description 


(AB018587) ZmGRla 




JMO . 


O Q C 7 7 ^ 




Contig ID 


64165 1.R1084 


s 


5 '-most EST 


g572178 
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BLAST score 


572 




E value 


6.0e-59 




Match length 


128 




% identity 


84 




NCBI Description 


(Y14272) 3-deoxy-D- 



[Arabidopsis thaliana] 



nno-2-octulosonate-8 -phosphate 
synthase [Pisum sativum] >gi_2695863_emb_CAA74 645_ (Y14273) 
3-deoxy-D-manno-2-octulosonate-8-phosphate synthase [Pisum 
sativum] 



Seq. No. 



395778 
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Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64312_1.R1084 

g572350 

BLASTX 

g2911073 

295 

2.0e-26 

80 
71 

(AL021960) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



395779 

64326J..R1084 
g572366 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395780 

64333J..R1084 

g572374 

BLASTX 

g4522012 

638 

2.0e-66 

231 

55 

(AC007069) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



395781 

64352_2.R1084 
g2801042 



Seq. No. 
Contig ID 
5 '-most EST 



395782 

64353_1.R1084 
g572400 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395783 

64391_1.R1084 

g572443 

BLASTX 

g3176687 

513 

4.0e-52 

142 

67 

(AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 
gb_Z97344. ESTs gb_H37594, gb_R65023, gb_H37578 and 
gb R64855 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395784 

64392JL.R1084 

g3061019 

BLASTX 

g3033397 

296 

7.0e-28 

142 

54 

(AC004238) unknown protein [Arabidopsis thaliana] 



50434 



€1 



Seq. No. 395785 

Contig ID 64403_1 . R1084 

5' -most EST g2275822 

Method BLASTX 

NCBI GI g4218120 

BLAST score 162 

E value 2.0e-ll 

Match length 39 

% identity 77 

NCBI Description (AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 




Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



395786 

64418JL.R1084 
g572473 

395787 

64479JL.R1084 
g2443090 

395788 

64487JL.R1084 
g5667558 

395789 

64494_1.R1084 
g699696 

395790 

64497_1.R1084 
gl036894 

395791 

64542_1.R1084 
g699867 

395792 

64552_1.R1084 
g699846 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395793 

64560_1.R1084 

g699767 

BLASTX 

g3540184 

360 

5.0e-40 

135 

27 

(AC004122) Similar to endoxylanases 



[Arabidopsis thaliana] 



Seq. No. 395794 

Contig ID 64574_1 . R1084 

5 '-most EST g699783 

Method BLASTX 

NCBI GI g2792295 
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BLAST score 


166 


TP va 1 n o 


o • u c *± 


Ma "h r , H 1 pnrrt" Vi 
na Lull xcny 


1 SO 

1 Jv 


% identity 


50 


NCBI Description 


(AF039182) unknown 
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LUC L. 11 vj" VjI 


RT.ASTX 


NCBI GI 


g5103807 


BLAST score 


684 


E value 


9.0e-72 


Match length 


203 


% identity 


62 


NCBI Description 


(AC007591) Contains 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



phosphatidic acid phosphatase alphas 2 (PAP2_a2) from Homo 
sapiens. ESTs gb_T8'8254 and gfa_AA394650 come from this 
gene. [Arabidopsis thaliana] 

395797 

64595_1.R1084 

g5455603 

BLASTN 

g6041757 

40 

6.0e-13 

153 

88 

Genomic Sequence For Oryza sativa Clone 10P20, Lemont 
Strain, Complete Sequence , complete sequence 

395798 

64619JL.R1084 

g5004332 

BLASTX 

g3096935 

392 

7.0e-38 

154 

58 

(AL023094) putative protein [Arabidopsis thaliana] 
395799 

64649_1.R1084 

g4880941 

BLASTX 

g6041851 

205 

1.0e-15 

122 

61 

(AC009853) unknown protein [Arabidopsis thaliana] 
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Seq. No. 


395800 




Contig ID 


64656 1.R1084 




5 '-most EST 


g702521 




Seq. No, 


395801 




Contig ID 


64664 1.R1084 




5 1 -most EST 


g699893 




Seq. No, 


395802 




Contig ID 


64690 1.R1084 




5 T -most EST 

XLLV«/ d 


g700163 




Seq. No. 


395803 




^ w 1 1 1 — y iu 


64718 1 R1084 




5 1 -most EST 


a701257 




Qprr Mn 

O w VJ • K-/ « 


395804 




Contig ID 


64728 1.R1084 


PES!. 


S 1 — most EST 


a699988 




Method 


BLASTX 




NCBI GI 


g4490702 
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NPRT Dp^rri Dtion 


(AL035680) hvoothetical orotein TArabidonsis thaliana] 






3CjS80S 




Conticr ID 


64779 1 R1084 




S'-nin«?t R9T 
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Method 


BLASTX 




NCBI GI 


gl67012 






301 
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104 
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NCBI Description 


(J03897) carboxypeptidase I precursor [Hordeum vulgare] 




O C « LiU # 
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J J-J u u u 




Conticr ID 


64782 1 R1084 
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Method 


BLASTX 




NCBI GI 


g3738297 
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Contig ID 


64785 1.R1084 




5' -most EST 


g700015 




Method 


BLASTX 




NCBI GI 


gll70871 




BLAST score 


774 




E value 


2.0e-82 
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Match length 

% identity 

NCBI Description 



212 
73 

MALATE OXIDOREDUCTASE, CHLOROPLAST PRECURSOR (MALIC ENZYME) 
(ME) ( NADP- DE PENDENT MALIC ENZYME) (NADP-ME) 

>gi_1076749_pir S46499 NADP-dependent malic enzyme - rice 

>gi_415315_dbj_BAA03949_ (D16499) NADP-dependent malic 
enzyme [Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395808 

64797_1.R1084 
g700027 

395809 

64806_1.R1084 
g700037 

395810 

64829JL.R1084 

g700060 

BLASTX 

g5262190 

349 

3.0e-37 

136 

62 

(AL080252) inositol 1, 3, 4-trisphosphate 5/6-kinase-like 
protein [Arabidopsis thaliana] 

395811 

64831_1.R1084 
g700062 

395812 

64841_1.R1084 

g700074 

BLASTX 

g3047109 

191 

2.0e-15 

117 

44 

(AF058919) No definition line found [Arabidopsis thaliana] 
395813 

64853_1.R1084 

g700269 

BLASTX 

g2388578 

403 

3.0e-39 

121 

65 

(AC000098) Similar to Mycobacterium RlpF (gb_Z84395) . ESTs 
gb_T75785,gb_R30580,gb_T04698 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 



395814 



50438 



Contig ID 64861_1 .R1084 

5 '-most EST g5455594 

Method BLASTN 

NCBI GI g5091496 

BLAST score 37 

E value 2.0e-ll 

Match length 85 

% identity 43 

NCBI Description Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 

Seq. No. 395815 

Contig ID 64863_1 .R1084 

5' -most EST g70009€ 

Seq. No. 395816 

Contig ID 64866_1 .R1084 

5 '-most EST g700157 

Method BLASTX 

NCBI GI g475784 

BLAST score 181 

E value 2.0e-13 

Match length 130 

% identity 12 

NCBI Description (M99575) 85 kDa protein [Babesia bovis] 

Seq. No. 395817 

Contig ID 64868_1 .R1084 

5' -most EST g3768595 

Seq. No. 395818 

Contig ID 64884_1 .R1084 

5 T -most EST g5667369 

Seq. No. 395819 

Contig ID 64887_1 .R1084 

5' -most EST g700177 

Method BLASTX 

NCBI GI g4309969 

BLAST score 112 

E value 6.0e-09 

Match length 72 

% identity 47 

NCBI Description (AC002983) putative phosphoglyceride transfer protein 
[Arabidopsis thaliana] 

Seq. No. 395820 

Contig ID 64907_1 . R1084 

5" -most EST g700141 

Method BLASTX 

NCBI GI g2429288 

BLAST score 34 6 

E value 1.0e-32 

Match length 88 

% identity 76 

NCBI Description (AF014 4 68) peroxidase [Oryza sativa] 



50439 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395821 

64940JL.R1084 

g700181 

BLASTX 

g4417283 

154 

2.0e-15 

97 

41 

(AC007019) putative cytochrome p450 [Arabidopsis thaliana] 
395822 

64966_1.R1084 
g2442322 

395823 

64972_1.R1084 

g4715074 

BLASTX 

g586797 

159 

3.0e-ll 

88 

43 

HYPOTHETICAL 59.1 KD PROTEIN ZK637.1 IN CHROMOSOME III 
395824 

64973J..R1084 

g700210 

BLASTX 

g3695059 

450 

1.0e-44 

111 

85 

(AF064787) rac GTPase activating protein 1 [Lotus 
japonicus] 

395825 

64986JL.R1084 
g702111 

395826 

64987J..R1084 
g700224 

395827 

64990_1.R1084 

g700510 

BLASTX 

gl769901 

189 

2.0e-14 

73 

52 

(X95737) proline transporter 1 [Arabidopsis thaliana] 
>gi_2088642 (AF002109) proline transporter 1 [Arabidopsis 



50440 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



thaliana] 
395828 

64993_1.R1084 
g5803548 

395829 

64997__1.R1084 

g3768833 

BLASTN 

g415261 

74 

4.0e-33 

78 

99 

Schizosaccharomyces pombe 
395830 

64997_3.R1084 
g4714254 

395831 

65017JL.R1084 
g700255 



(clone pJK210) DNA sequence 



395832 

65052_1.R1084 

g2442667 

BLASTX 

g3687240 

177 

1.0e-12 

172 

36 

(AC005169) extensin-like protein [Arabidopsis thaliana] 
395833 

65079_1.R1084 
g700319 

395834 

65082_1.R1084 
g701014 

395835 

65090JL.R1084 
g700330 

395836 

65096_1.R1084 

g2309933 

BLASTX 

g3193324 

171 

5.0e-12 

91 

42 

50441 



NCBI Description 



Seq. No. 
Contig 'ID 
5 '-most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF069299) contains similarity to WD domains, G-beta 
repeats (Pfam:~ G-beta.hmm, score: 22.80 and 35.84) 
[Arabidopsis thaliana] 

395837 

65097_1.R1084 
g700337 

395838 ' 

65116J..R1084 

g701535 

395839 

65125J..R1084 

g4714273 

BLASTX 

g2781362 

173 

5.0e-12 

95 

42 

(AC003113) F2401.18 [Arabidopsis thaliana] 
>gi_5454187_gb_AAD43602.1_AC005698_l (AC005698) T3P18.1 
[Arabidopsis thaliana] 



Seq. No. 


395840 


Contig ID 


65156 1.R1084 


5 T -most EST 


g4716121 


Method 


BLASTX 


NCBI GI 


g6006869 


BLAST score 


294 


E value 


1.0e-29 


Match length 


156 


% identity 


49 


NCBI Description 


(AC009540) putative cat ionic amino acid 


[Arabidopsis thaliana] 


Seq. No. 


395841 


Contig ID 


65159 1.R1084 


5' -most EST 


g700403 


Method 


BLASTX 


NCBI GI 


g3059131 


BLAST score 


205 


E value 


1.0e-17 


Match length 


99 


% identity 


47 


NCBI Description 


(AJ000478) cytochrome P450 [Helianthus ■ 


Seq. No. 


395842 


Contig ID 


65168 1.R1084 


5 '-most EST 


g700412 


Seq. No. 


395843 


Contig ID 


65204 1.R1084 


5 '-most EST 


g700448 


Method 


BLASTX 


NCBI GI 


g2244830 
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BLAST score 151 

E value 1.0e-09 

Match length 56 

% identity 57 

NCBI Description (Z97337) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 395844 

Contig ID 65211_1.R1084 

' 5 1 -most EST g700482 

Method BLASTX 

NCBI GI gll2785 

BLAST score 121 

E value 6.0e-ll 

Match length 88 

% identity 42 



NCBI Description DNA- 3 -METH YLADEN INE GLYCOSYLASE I (3-METHYLADENINE-DNA 

GLYCOSYLASE I, CONSTITUTIVE) (TAG I) (DNA- 3-METHYLADENINE 

GLYCOSIDASE I) >gi_67508_pir DGECM1 3-methyladenine DNA 

glycosylase (EC 3.2.2.-) I - Escherichia coli 
>gi_43030_emb_CAA27472_ (X03845) TAGI (aa 1-187) 
[Escherichia coli] >gi_147 920 (J02606) 3-methyladenine-DNA 
glycosylase I (tag) - [Escherichia coli] >gi_466687 (U00039) 
3-methyladenine DNA glycosylase I, constitutive 
[Escherichia coli] >gi_1789971 (AE000432) 3-methyX-adenine 
DNA glycosylase I, constitutive [Escherichia coli] 



Seq. No. 
Contig ID 
5';-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395845 

65213_1.R1084 
g700458 

395846 

65230_1.R1084 
g700486 
BLASTX 
g3063469 
144 
- 6.0e-09 
58 
52 

(AC003981) F22013.31 [Arabidopsis thaliana] 



Seq. No. 395847 

Contig ID 65275_2 .R1084 

5' -most EST g700547 

Method BLASTX 

NCBI GI g3288564 

BLAST score 166 

E value 1.0e-14 

Match length 44 

% identity 95 

NCBI Description (X97066) 1-aminocyclopropane-l-carboxylic acid synthase 
[Oryza sativa] 



Seq. No. 395848 

Contig ID 65347JL . R1084 

5' -most EST g7 00598 

Method BLASTX 



50443 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5006473 
194 

7.0e-15 

52 
37 

(AF139098) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



395849 

65380JL.R1084 
g2310449 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395850 

65389_1.R1084 

g700762 

BLASTX 

g2119045 

181 

2.0e-13 

82 
52 

small nuclear ribonucleoprotein U1A - potato 
>gi_1050840_emb_CAA90282_ (Z49990) UlsnRNP-specif ic 
protein, U1A [Solanum tuberosum] 



Seq. No. 
Contig ID 
5 '-most EST 



395851 

65403_1.R1084 
g701189 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395852 

65404JL.R1084 
g700808 

395853 

65408_1.R1084 

g700661 

BLASTX 

g217995 

296 

1.0e-35 

140 

55 

(D13683) peroxidase [Populus kitakamiensis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395854 

65422_1.R1084 

g4715152 

BLASTX 

g4097948 

792 

1.0e-102 

217 

87 

(U72255) beta-1, 3-glucanase precursor [Oryza sativa] 



Seq. No. 
Contig ID 



395855 

65428 1.R1084 



50444 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g700725 
BLASTX 
g5668773 
151 

8.0e-16 

65 

60 

(AC005916) Contains similarity to gb_AF113001 silencing 
.mediator of retinoic acid and thyroid hormone receptor 
alpha and gb_AF109179 cyclin Tl from Mus musculus. ESTs 
gb_N95317, gb_Z29139 and gb_Z30853 come from th 



Seq* No. 
Contig ID 
5' -most EST 



395856 

65472JL.R1084 
g2427945 



Seq, No. 
Contig ID 
5' -most EST 



395857 

65508JL.R1084 
g700799 



Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395858 

65518J..R1084 

g700848 

BLASTX 

g3559805 

242 

1.0e-23 

108 
61 

(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



395859 

65527_1.R1084 
g700849 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395860 

65534JL.R1084 

g700792 

BLASTX 

gl653665 

189 

4.0e-26 

101 

62 

(D90915) peptide chain release factor [Synechocystis sp.] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395861 

65544JL.R1084 

g4878930 

BLASTX 

gl709203 

573 

4.0e-59 

132 

81 

MYO-INOSITOL-1 (OR 4) -MONOPHOSPHATASE 



1 (IMP 1) (INOSITOL 



50445 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MONOPHOSPHATASE X) >gi_1098977 (U39444) myo -inositol 
monophosphatase 1 [Lycopersicon esculentum] 

395862 

65553JL.R1084 

g700811 

BLASTX 

gl814405 

610 

3.0e-63 

163 

80 

(U84890) putative phosphate permease [Mesembryanthemum 
crystallinum] 

395863 

65566_1.R1084 

g700847 

BLASTX 

g2911067 

474 

1.0e-47 

109 
83 

(AL021960) UV-damaged DNA-binding protein-like [Arabidopsis 
thaliana] 

395864 

65568JLR1084 

g5005188 

BLASTX 

g6063549 

544 

5.0e-60 

118 

97 

(AP000615) EST AU070346 (S12172 ) corresponds to a region of 
the predicted gene.; similar to AMP-binding protein. 
(X94625) [Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



395865 

65600_1.R1084 

g700860 

BLASTX 

g3935168 

362 

2.0e-34 

102 

66 

(AC004557) F17L21.11 
395866 

65604_1.R1084 
g2427941 

395867 

65606 1.R1084 



[Arabidopsis thaliana] 



50446 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g701719 
BLASTX 
g3341443 
307 

6.0e-28 

124 

52 

(AJ223074) acid phosphatase [Glycine max] 
395868 

65610_1.R1084 
g700870 

395869 

65611_1.R1084 

g4879869 

BLASTX 

g3738285 

243 

2.0e-20 

100 

54 

(AC005309) unknown protein [Arabidopsis thaliana] 
395870 

65614JL.R1084 

g2310434 

BLASTX 

g3548818 

401 

1.0e-38 

144 

58 

(AC005313) unknown protein [Arabidopsis thaliana] 
395871 

65622JL.R1084 
g700882 

395872 

65628_1.R1084 

g701567 

BLASTX 

g3024764 

439 

1.0e-45 

143 

65 

UBIQUITIN CARBOXYL- TERMINAL HYDROLASE T (UBIQUITIN 
THIOLESTERASE T) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE T) 
(DEUBIQUITINATING ENZYME T) (ISOPEPTIDASE T) >gi_3287373 
(AC002397) ISOT [Mus musculus] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



395873 

65640_1.R1084 

g4879463 

BLASTX 



50447 



NCBI GI g!619602 

BLAST score 252 

E value 2.0e-21 

Match length 70 

% identity 64 

NCBI Description (Y08726) MtN3 [Medicago truncatula] 

Seq. No. 395874 

Contig ID 65668_1 .R1084 

5' -most EST g700934 

Method BLASTX 

NCBI GI g3482914 

BLAST score 259 

E value 2.0e-22 

Match length 121 

% identity 48 

NCBI Description (AC003970) Similar to nodulins and lipase [Arabidopsis 
thaliana] 

Seq. No. 395875 

Contig ID 65670JL .R1084 

5 '-most EST g701417 

Seq. No. 395876 

Contig ID 65678JL . R1084 

5 '-most EST g2428849 

Method BLASTX 

NCBI GI g4586246 

BLAST score 439 

E value 2.0e-43 

Match length 161 

% identity 50 . 
NCBI Description (AL049640) putative protein [Arabidopsis thaliana] 

Seq. No. 395877 
Contig ID 65686JL.R1084 

5' -most EST g701024 

Method BLASTX 

NCBI GI g2570511 
BLAST score 289 
E value 2.0e-26 
Match length 61 
% identity 90 

NCBI Description (AF022738) chlorophyll a-b binding protein [Oryza sativa] 

Seq. No. 395878 
Contig ID 65692_1 . R1084 

5 '-most EST g701371 
Method BLASTX 
NCBI GI g3790102 
BLAST score 505 
E value 3.0e-51 
Match length 150 
% identity 63 

NCBI Description (AF0 95521) pyrophosphate-dependent phosphof ructokmase 
alpha subunit [Citrus X paradisi] 



50448 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



395879 

65697_1.R1084 

g702108 
BLASTX 
g4662634 
160 

3.0e-15 

64 

73 

(AC007267) unknown protein [Arabidopsis thaliana] 



395880 

65698JL.R1084 

g700964 

BLASTX 

g421980 

242 

4.0e-43 

109 

79 

transforming protein (myb3) - barley 
>gi_19059_emb_CAA50223_ (X70878) MybHv33 



[Hordeum vulgare] 



395881 

65707_1.R1084 

g701316 

BLASTX 

g4903006 

354 

2.0e-33 

152 

46 

(AB027458) ACE [Arabidopsis thaliana] 

>gi_5903086_gb_AAD55644.1_AC008017_17 (AC008017) ACE 
[Arabidopsis thaliana] 

395882 

65727JL.R1084 
g700994 

395883 

65743_1.R1084 

g5004781 

BLASTX 

g4914331 

238 

2.0e-19 

66 

71 

(AC005489) F14N23.17 [Arabidopsis thaliana] 
395884 

65747_1.R1084 
g701483 

395885 

65752 1.R1084 



50449 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



- Spirodela polyrrhiza 
(Z22920) peroxidase [Spirodela 



g701387 
BLASTX 
gl086111 
205 

4.0e-16 

79 
51 

peroxidase (EC 1.11.1.7) 
>gi_4 3824 5__emb_CAA8 0 5 0 2_ 
polyrrhiza] 

395886 

65753_1.R1084 
g701365 

395887 

65763J..R1084 

g701105 

BLASTN 

g22592 

74 

3.0e-33 

125 

90 

S.vulgare PEPC gene for phosphoenolpyruvate carboxylase 
395888 

65765_2.R1084 

g701034 

BLASTX 

g4914419 

171 

1.0e-16 

88 
46 

(AL050352) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



395889 

65791JL.R1084 
g701061 

395890 

65802_1.R1084 
g4880949 

395891 

65815JL.R1084 
g3768615 

395892 

65819_1.R1084 
g701435 

395893 

65828JL.R1084 
g3768644 



50450 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



395894 

65840JL.R1084 
g701115 

395895 

65862_1.R1084 
g701137 

395896 

65904_1.R1084 
g4878340 

395897 

65954JL.R1084 
gl944241 

395898 

65962_1.R1084 
g701242 

395899 

65969J..R1084 
g701298 

395900 

65987_1.R1084 
g701267 

395901 

66029J..R1084 

g701309 

BLASTX 

g4204313 

330 

1.0e-30 

93 

70 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

395902 

66077JL.R1084 

g4879876 

BLASTX 

g4929767 

190 

2.0e-20 

106 

53 

(AF151907) CGI-149 protein [Homo sapiens] 
395903 

66098_1.R1084 
g5771177 

395904 

66134 1.R1084 



50451 



5' -most EST 


g701492 


Method 


BLASTX 


NCBI GI 


g3549671 


BLAST score 


136 


E value 


4.0e-09 


Match length 


66 


% identity 


58 


NCBI Description 


(AL031394) hypothetical protein [Arabidopsis thaliana] 


Seq, No. 


395905 


Contig ID 


66144_1.R1084 


5' -most EST 


g701427 


Method 


BLASTX 


NCBI GI 


gl661160 


BLAST score 


406 


E value 


9. 0e-42 


Match length 


101 


% identity 


92 


NCBI Description 


(U74295) chlorophyll a/b binding protein [Oryza sativa] 


Seq, No. 


395906 


Contig ID 


66197_1.R1084 


5' -mo st EST 


g5039060 


Method 


BLASTX 


NCBI GI 


g4539656 


BLAST ' score 


182 


E value 


2.0e-23 


Match length 


67 


% identity 


83 


NCBI Description 


(AF061282) patatin-like protein [Sorghum bicolor] 


Seq. No. 


395907 


Contig ID 


66234 1.R1084 


5 '-most EST 


g5005221 


Method 


BLASTX 


NCBI GI 


g3643090 


BLAST score 


249 


E value 


4.0e-21 


Match length 


70 


% identity 


67 


NCBI Description 


(AF075582) protein phosphatase-2C; PP2C [Mesembryanthemum 




crystal linum] 


Seq. No. 


395908 


Contig ID 


66291 1.R1084 


5' -most EST 


g701642 


Seq. No. 


395909 


Contig ID 


66294 1.R1084 


5' -most EST 


g701757 


Seq. No. 


395910 


Contig ID 


66299 1.R1084 


5' -most EST 


g5005224 


Method 


BLASTX 


NCBI GI 


g4406759 


BLAST score 


213 



50452 



£\i ValUc 


5.0e-17 


M^lT'h 1 pncrfch 


73 


% IdCll L. jl uy 


55 


rJLDl UcSLXipLXUlI 


(AC006836) hypothetical protein [Arabidopsis thaliana] 


0 e q . wo. 


395911 




66306 1.R1084 


S'-most EST 


g701657 


tut +* V* ^^^1 




NCBI GI 


g2739383 


BLAST score 


288 


£j value 


2 . Oe-25 




145 


% identity 


49 


NCBI Description 


(AC002505) unknown protein [Arabidopsis thaliana] 




395912 


fr^-nt- 1 rr TFi 

Lontiy -Li-' 


66328 1.R1084 


3 IUUoL uui 


a 7 01 681 




395913 


uonuig ±U 


66330 1 R1084 


i; 1 _ninqt F.ST 


g4 968 932 


Metnoa 


dt now 




rr31 Q3934 


BLAST score 


279 


E value 


1.0e-24 


jyiaT,cn lengtn 




iQ.eiiX-L.uy 


57 


NLoi uescriptioii 


(AFftfiftfiQfll nproxisomal taraetina sianal-1 receptor 




r f" 1 1 +■ r*i 1 1 Inc 1 snptn^l 
|_v*_»-L Li. uxxuo J.C111C11— u.oj 


oeq. iNo . 


39*1914 

J J X 1 




66333 1 R1084 


5 T -most EST 


g2427930 


Method 


BLASTX 


NCBI GI 


gl352186 


BLAST score 


167 


E value 


2.0e-14 


Match length 


82 



% identity 

NCBI Description 



56 



ALLENE OXIDE SYNTHASE PRECURSOR (HYDROPEROXIDE DEHYDRASE) 
(CYTOCHROME P450 74A) >gi_404866 (U00428) allene oxide 
synthase [Linum usitatissimum] 



Seq. No. 
Contig ID 
S'-most EST 



395915 

66346JL.R1084 
g701699 



Seq. No. 
Contig ID 
S'-most EST 



395916 

66351JL.R1084 
g701704 



Seq. No. 
Contig ID 
5' -most EST 
Method 



395917 

66382_1.R1084 

g701766 

BLASTX 



50453 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



g3337361 
524 

2.0e-53 

131 

71 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
395918 

66394_1.R1084 
g701750 

395919 

66420JL.R1084 

g701776 

BLASTX 

g2497539 

515 

3.0e-52 

122 

81 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR >gi_169703 
(M64736) ATPrpyruvate phosphotransferase [Ricinus communis] 

395920 

66438_1.R1084 

g4878215 

BLASTX 

g3426043 

179 

7.0e-13 

79 

47 

(AC005168) putative choline kinase [Arabidopsxs thaliana] 
395921 

66469JL.R1084 
g3767002 

395922 

66475_1.R1084 
g3768771 

395923 

66487JL.R1084 

g702436 

BLASTX 

g2129759 

247 

4.0e-21 

80 
59 

UDPglucose 4-epimerase (EC 5.1.3.2) - Arabidopsis thaliana 
>gi_1143392_emb_CAA90941_ (Z54214) uridine diphosphate 
glucose epimerase [Arabidopsis thaliana] 

395924 

66488 1.R1084 



50454 



6> 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5003786 
BLASTX 
gl781299 
315 

1.0e-28 

95 
64 

(Y09506) 
tabacum] 



trans former-SR ribonucleoprotein [Nicotiana 



395925 

66492J..R1084 

g701850 
BLASTN 
g4973430 
83 

1.0e-38 

-239 
85 

Oryza sativa subsp. indica putative aldehyde dehydrogenase 
OS-ALDH mRNA, complete cds 

395926 

66537_1.R1084 

g701896 

BLASTX 

g2501555 

422 

3.0e-41 

116 

69 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi_549984 (U13148) 
possible apospory-associated protein [Pennisetum ciliare] 

395927 

66555JL.R1084 

g5038710 

BLASTX 

g4585708 

308 

4.0e-28 

109 

56 

(AJ238117) putative phospholipase A2 [Oryza sativa] 
395928 

66558_1.R1084 

g702815 

BLASTX 

g2651310 

211 

8.0e-17 

93 
45 

(AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 



50455 



Seq. No. 


395929 


Contig ID 


66581_1.R1084 


5' -most EST 


g701940 


Method 


BLASTX 


NCBI GI 


g2702269 


BLAST score 


192 


E value 


2.0e-14 


Match length 


76 


% identity 


71 


NCBI Description 


(AC003033) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


395930 


Contig ID 


66583 1.R1084 


5 '-most EST 


g2798580 


Seq. No. 


395931 


Contig ID 


66597_1.R1084 


5' -most EST 


g2310267 


Seq, No. 


395932 


Contig ID 


66600_1.R1084 


5 '-most EST 


g2442819 


Method 


BLASTX 


NCBI GI 


g6002459 


BLAST score 


385 


E value 


6.0e-56 


Match length 


137 


% identity 


80 


NCBI Description 


(AB032797) phytoene synthase [Daucus carota] 


Seq. No. 


395933 


Contig ID 


666G7JL.R1084 


5' -most EST 


g701967 


Method 


BLASTX 


NCBI GI 


gl657859 


BLAST score 


193 


E value 


4.0e-25 


Match length 


67 


% identity 


88 


NCBI Description 


(U73218) chlorophyll a/b-binding protein WCAB precurso 




[Triticum aestivum] 


Seq. No. 


395934 


Contig ID 


66629 1.R1084 


5 '-most EST 


g5667537 


Method 


BLASTX 


NCBI GI 


g2702268 


BLAST score 


359 


E value 


3.0e-58 


Match length 


219 


% identity 


56 


NCBI Description 


(AC003033) putative cellulase [Arabidopsis thaliana] 


Seq. No. 


395935 


Contig ID 


66645 1.R1084 


5' -most EST 


g702007 



50456 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395936 

66648_1.R1G84 

g702010 

395937 

66651JL.R1084 

g702013 

BLASTX 

g2252866 

232 

3.0e-19 

50 
92 

(AF013294) contains region of similarity to SYT 
[Arabidopsis thaliana] 



Seq. No. 


395938 


Contig ID 


66657JL.R1084 


C 1 4_ "COT 1 

d -most Ebl 


rrl no no 1 

g / uzuz l 


Seq. No. 


395939 


Contig ID 


66662_1.R1084 


5 -most EbT 


g ju y u o / o 


Method 


13 T Zi QTV 
DhlXO 1 A 


NCBI GI 


g2653558 


BLAST score 


298 


E value 


3 . ue- J D 


Match length 


loU 


% identity 


51 


NCBI Description 


(D50679) f erredoxin-sulf ite reductase 


Seq. No. 


395940 


Contig ID 


66679 l.R10o4 


5 -most EST 


g4o / bijj 


beq. jno. 


O ;7 D yi X 


Contig ID 


66680 1.R1084 


S'-most EST 


g702044 


Seq. No. 


395942 


Contig ID 


66681 1.R1084 


5" -most EST 


g3768788 


Seq. No. 


395943 


Contig ID 


66707 1.R1084 


5 f -most EST 


g4879059 


Seq. No. 


395944 


Contig ID 


66726 1.R1084 


5' -most EST 


g702401 


Method 


BLASTX 


NCBI GI 


g3047079 


BLAST score 


183 


E value 


1.0e-15 


Match length 


47 


% identity 


83 


NCBI Description 


(AF058914) Arabidopsis thaliana trans' 



[Zea mays] 



50457 



(GB:X95297) [Arabidopsis thaliana] 



oeq. JNO . 




L-onuig xd 


667 R4 1 Rl 0P.4 


o -most Ebr 


g / uzi/u 


Method 




NLdI bl 


go / 0*1 d 00 


BLAST score 


437 


E value 


4.0e-43 


Match, length 


xxu 


■6 iQenuiT,y 


DZ 


jNU.bi usscripnon 


/ ZiDfinn^Q-M "K'C' r r Z\nH77 P. RQ f 4 R Qfl ^ pnrrp<;nrinH«! to 3 rpfri on c 




tile pr6QlCL6Q gene. r oXlUJ Lai t(J riXaJJlU.up»X& uxia.xxa.iia. 




r*i]r\ yoTTio Q otti^ TT R2\P pi TKO rrc^n om i n qprmpnrp • nn known orotfiir 




i/iL-uu^oouj [vjryza sativaj 


oeq» IMU • 


^QRQ4 




OO r D J X.X\XUO*± 


5 1 -most EST 


g702135 


Method 


BLASTX 


NL,X>I *al 


yiODiiou 


niiAoi score 




E value 


1.0e-42 


Match length 


113 


% identity 


O (5 


NCBI Description 


cnxoropnyxx a/D oxnuxng proiein L^ry^a. iactt-xvcij 


Seq. No. 


395947 


Contxg ID 


OD/y / l*KXUo4 


o T -most EST 


g / UzXbo 


Seq. No. 


395948 


uoneig id 


DOtSUO X.KXUO^l 


o -most EST 


g4o /o4 xu 


oeq. JNo. 


O Q C QyJ Q 


contxg ID 


OOOXo X.KXU04 


5' -most EST 


g2798475 


Method 


BLASTX 


NCBI GI 


gb /UzUlo 


rJLiAoi score 


4 JO 


E value 


4 . ue-4o 


Match length 


IOC 

1 00 


% identity 


OU 


NCBI Description 


(AJuizzib) CjALoo protexn [boxanum tuoerosumj 


beq. no. 


you 


Contxg ID 


oooiy 1 .RlUo4 


5 -most EST 


g / Uzlo / 


Method 


r5J_i/io i A 


NCBI GI 


q5734639 


BLAST score 


372 


E value 


2.0e-57 1 


Match length 


216 


% identity 


54 


NCBI Description 


(AP000391) ESTs AU056036 (S20239) , C72753 (E2173) , 




AU056035 (S20239) correspond to a region of the predicted 



50458 



gene.; Similar to putative cytochrome P-450 (AC003680) 
[Oryza sativa] 

Seq. No. 395951 

Contig ID 66825_1 .R1084 

5 f -most EST g3760019 

Seq. No. 395952 

Contig ID 66846_1 .R1084 

5 T -most EST g702216 

Seq. No. 395953 

Contig ID 66853JL .R1084 

5 1 -most EST g2442685 

Method BLASTX 

NCBI GI g3355471 

BLAST score 181 

E value 2.0e-20 

Match length 89 

% identity 4 9 

NCBI Description (AC004218) putative lysophospholipase [Arabidopsis 
thaliana] 

Seq. No. 395954 

Contig 'ID 66869__1 . R1084 

5 '-most EST g702239 

Seq. No. 395955 

Contig ID 66875_1 . R1084 

5" -most EST g702245 

Method BLASTX 

NCBI GI g5777366 

BLAST score 324 

E value 8.0e-30 

Match length 105 

% identity 58 

NCBI Description (AJ009782) phosphatidylinositol-4-phosphate 5-kmase 
[Arabidopsis thaliana] 

Seq. No. 395956 

Contig ID 66921 J. . R1084 

5 f -most EST g4969105 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 395958 

Contig ID 66957_1 . R1084 

5' -most EST g2800500 



395957 

66948JL.R1084 

g5005197 

BLASTX 

g4539340 

167 

2.0e-ll 

46 
57 

(AL035539) putative protein [Arabidopsis thaliana] 



50459 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395959 

67033_1.R1084 

g702406 

BLASTX 

g6002459 

450 

1.0e-44 

116 
77 

(AB032797) phytoene synthase [Daucus carota] 



Seq. No. 
Contig ID 
5 1 -most EST 



395960 

67061JL.R1084 
g702435 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395961 

67085JL.R1084 

g3763313 

BLASTX 

gl620451 

173 

5.0e-12 

89 

40 

(X94978) multifunctional protein 2 



[Rattus norvegicus] 



Seq. No. 
Contig ID 
5 1 -most EST 



395962 

67103JL.R1084 
g702481 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395963 

67159JL.R1084 

g4968913 

BLASTX 

gl!5787 

234 

2.0e-26 

94 

79 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61j?ir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 
Contig ID 
5" -most EST 



395964 

67168_1.R1084 
g5003824 



Seq. No. 
Contig ID 
5 '-most EST 



395965 

67170J..R1084 
g2799533 



Seq. No. 
Contig ID 
5' -most EST 



395966 

67182_1.R1084 
g702561 



50460 



# 



Method 


BLASTX 


IN V/ J_J -2- VJJ> 


cr4204300 


BLAST score 


271 


E value 


1.0e-23 


Match length 


104 




•J -L 


NCBI Description 


(AC003027) Unknown protein [Arabidopsis 


Seq. No. 


395967 


Contig ID 


67184 1.R1084 


5 f -most EST 


g702563 


Seq. No. 


395968 


Contig ID 


67188 1.R1084 


5 ? -most EST 


g702567 


Method 


BLASTX 


MfRT (IT 


yu j j / u j 


BLAST score 


263 


E value 


8.0e-23 


Match length 


101 


% identity 


55 


NCBI Description 


(AC006284) unknown protein [Arabidopsis 


Seq. No. 


395969 


Contig ID 


67191 1.R1084 


5' -most EST 


g5038583 


Method 


BLASTX 


NCBI GI 


g729103 


BLAST score 


461 


E value 


6.0e-46 






% identity 


79 


NCBI Description 


CHALCONE — FLAVONONE ISOMERASE (CHALCONE 




>gi_542181_pir S41570 chalcone isomera; 








isomerase [Zea mays] 


Seq. No. 


395970 






S'-most EST 


g702578 


Seq. No. 


395971 


Contig ID 


67223 1.R1084 


5' -most EST 


g702608 


Seq. No. 


395972 


Contig ID 


67239 1.R1084 


5 ? -most EST 


g702628 


Method 


BLASTX 


NCBI GI 


g4097547 


BLAST score 


173 


E value 


3.0e-12 


Match length 


45 


% identity 


34 


NCBI Description 


(U64906) ATFP3 [Arabidopsis thaliana] 



;e (EC 5.5.1.6) - 
chalcone flavonone 



Seq. No. 



395973 



50461 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. „ . 

NCBI Description 



67280_1.R1084 
g4879782 - 
BLASTX 
g4164473 
181 

3.0e-13 

64 
59 

(AF061157) negatively light-regulated protein [Vernicia 
fordii] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9 IN CHROMOSOME I 
Similarity to Human VHL 



395974 

67288_1.R1084 
g702679 
BLASTX 
g3915477 
145 

5.0e-09 
73 
41 

HYPOTHETICAL 20.9 KD PROTEIN T06G6 
>gi_3879580_emb_CAB04707_ (Z81587) 
binding protein-1 (TR:Q15765); cDNA EST EMBL:C13429 comes 
from this gene; cDNA EST EMBL:C10456 comes from this gene; 
cDNA EST yk486h8.3 comes from this gene [Caenorhabditis 
elegans] 

395975 

67313_1.R1084 

g702760 

BLASTX 

g4572671 

215 

3.0e-17 

112 

44 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



395976 

67315_1.R1084 
g702706 

395977 

67319_1.R1084 

g702722 

BLASTX 

g2244835 

574 

3.0e-59 

118 

90 

(Z97337) kinase like protein [Arabidopsis thaliana] 
395978 

67339_1.R1084 
g702730 



50462 



beq. imo • 


395979 


font* i rr TD 


67347 2.R1084 


rr f _ _ 4_ POT 1 

o — m.os u JiiO i 




Method 


BLASTX 


NCBI GI 


gll71429 


bLiioi score 


£* Zt 


C TT ^ 1 11 /~i 

Hj VdlUc 


2 . Oe-32 


Match length 


273 


% identity 


43 


NCBI Description 


m4409?M CKC TArsbidoDsis thalianal 


Seq. No. 


395980 


Contig ID 


67365J..R1084 


0 — ItlOS L £»D i 




beq. JNO. 


.J -7»J .7 O X 


Contig id 




0 IUUbU DO J. 


alQ21~61 


oeq. ino • 




r , /^m-l--J rr T Pi 

uonmy -ljj 


67381 1.R1084 


5 ' -most EST 


gouu^ ^ u 


Method 


BLASTX 


NCBI GI 


gll71579 


BLAST score 




Jii value 




Match length 


64 


% identity 


62 


NCBI Description 


/Ycm^A^ r-wt- nphromp P4S0 r Ni cot* iana tajbacuml 


Seq. No. 


395983 


Contig ID 


67407 1.R1084 


D — IROSu tbl 




Seq. No. 




Contig ID 




o —most: bbi 


y / vj z. o j. u 


beq. no. 


O -/O -JO «J 


conuig iu 


£7444 1 R1084 


5 -most EbT 


g / Uiojcs 


Method 


t>lxB.b 1 A 


NCBI GI 


g4164473 


BLAST score 


174 


E value 


4 flo-1 9 

ft ■ UC J.^ 


Maticn iengn.n 


64 


% identity 


62 


NCBI Description 


(AFO 61157) negatively light-regulated protei: 




f ordii ] 


Seq. No. 


395986 


Contig ID 


67450 1.R1084 


5' -most EST 


g702844 


Seq. No. 


395987 


Contig ID 


67452JL.R1084 



50463 



# 



g2280716 
BLASTX 
g3152558 
477 

7.0e-48 
129 
67 

(AC002986) Similar to M. tuberculosis gene gb_Z96072 and M. 
l e p rae gene gb_400019. [Arabidopsis thaliana] 

395988 

67475_1.R1084 
g4716193 
BLASTX 
g2129774 
351 

1.0e-33 
123 
63 

xyloglucan endotransglycosylase-related protein XTR4 - 
Arabidopsis thaliana (fragment) >gi_1244754 (U43486) 
xyloglucan endotransglycosylase-related protein 
[Arabidopsis thaliana] 

Seq. No. 395989 

Contig ID 67484_1 . R1084 

5' -most EST g703018 

Method BLASTX 

NCBI GI g3860258 

BLAST score 419 

E value 8.0e-41 

Match length 124 

% identity 60 

NCBI Description (AC005824) unknown protein [Arabidopsis thaliana] 

Seq. No. 395990 

Contig ID 67501JL . R1084 

5 '-most EST g2431401 

Method BLASTX 

NCBI GI g4335719 

BLAST score 260 

E value 5.0e-22 

Match length 124 

% identity 41 

NCBI Description (AC006248) putative RING-H2 finger protein RHGla 
[Arabidopsis thaliana] 

Seq. No. 395991 

Contig ID 67543_1.R1084 

5' -most EST g3768896 

Method BLASTX 

NCBI GI g729103 

BLAST score 127 

E value 4.0e-ll 

Match length 75 

% identity 64 

NCBI Description CHALCONE — FLAVONONE ISOMERASE (CHALCONE ISOMERASE) 



5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50464 



>gi 542181_pir S41570 chalcone isomerase (EC 5.5.1.6) - 

maize >gi_396149_emb_CAA80441_ (Z22760) chalcone flavonone 
isomerase [Zea mays] 



Seq. No. 395992 
Contig ID 67551_1 .R1084 

5 '-most EST g2800296 



Seq. No. 395993 
Contig ID 67553JL .R1084 

5 T -most EST g7 0294 9 



Seq. No. 395994 
Contig ID 67554_1.R1084 
5" -most EST g702955 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395995 

67563JL.R1084 

g2310662 

BLASTX 

g4510381 

192 

3.0e-14 

95 
46 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395996 

67576JL.R1084 

g2275826 

BLASTX 

g4510386 

160 

2.0e-10 

102 

29 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



395997 

67578_1.R1084 
g4968999 

395998 

67631_2.R1084 
g703029 

395999 

67635JL.R1084 
g703033 

396000 

67687JL.R1084 
g969006 

396001 

67690JL.R1084 
g3767703 



50465 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4850282 

173 

2.0e-14 

58 

76 

(AL049876) putative acyl-CoA synthetase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396002 

67716JL.R1084 
gl036859 

396003 

67717_1.R1084 

g2275881 

BLASTX 

g5262197 

136 

5.0e-09 

86 

48 

(AL080252) hypothetical protein [Arabidopsis thaliana] 
396004 

67720_1.R1084 

g2800662 

BLASTX 

g3687243 

177 

2.0e-12 

61 
61 

(AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



396005 

67732_1.R1084 
gl036906 

396006 

67752JL.R1084 
gl036897 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



396007 

67754JL.R1084 
g4969191 

396008 

67768JL.R1084 
g3763421 

396009 

67783_1.R1084 
gl036928 



Seq. No. 



396010 



50466 



id 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67789_1.R1084 

g3767895 

BLASTN 

g5295936 

658 

O.Oe+OO 

719 

98 

Oryza sativa genomic DNA, chromosome 6, clone : P0681F10, 
complete sequence 



Seq. No* 




Contig ID 


67792 1.R1084 


5 T -most EST 


gl036938 


Seq. No. 




Contig ID 


67814 1.R1084 


5' -most EST 


g5455404 


Method 


OTA C T 1 V 


NCBI GI 


go ofi io do 


BLAST score 


loz 


E value 


1.0e-09 


Match length 


lUz 


% identity 


45 


NCBI Description 


(AJUllulz) nypocnetixca-L proiem l^-lc^ 31 <Ax-LeL.-Liiuui.j 


Seq. No. 


396013 


Contig ID 


67847 1.R1084 


5' -most EST 


g4715201 


Seq. No. 


oy bU 14 


Contig ID 


/''idea i r\Q A 
0/009 l.Rl(Jo4 


5' -most EST 


r\ d f\ 1 r\ o o 

g2801088 


Seq. No. 


396015 


Contig ID 


67884 l.R10o4 


5 '-most EST 


gloJzu4o 


Method 


BLASTX 


NCBI GI 


g3540201 


BLAST score 


176 


E value 


l . ue-iz 


Match length 


54 


% identity 


65 


NCBI Description 


(AC004260) Putative nuclear protein [Arabidopsis - 


Seq. No. 


396016 


Contig ID 


67922 1.R1084 


5' -most EST 


g5607488 


Method 


BLASTX 


NCBI GI 


gl350736 


BLAST score 


252 


E value 


2.0e-21 


Match length 


55 


% identity 


82 


NCBI Description 


60S RIBOSOMAL PROTEIN L37 >gi 629673_pir S44313 


protein L37 - tomato >gi_483586_emb_CAA55674_ (X7 




ribosomal protein L37 [Lycopersicon esculentum] 



50467 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
. NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396017 

67923_1.R1084 
g3761870 

396018 

67944_1.R1084 
g6024960 

396019 

67948_1.R1084 
g3766590 

396020 

67981_1.R1084 
gl631418 

396021 

67996_1.R1084 

g!631434 

BLASTN 

g5441876 

57 

4.0e-23 

94 

89 

Oryza sativa genomic DNA, chromosome 2, clone: P0437H03 
{contig b) 

396022 

68005_1.R1084 
gl631445 

396023 

68014_1.R1084 

g2428187 

BLASTX 

g3492806 

176 

9.0e-13 

59 

54 

(AJ225045) adventitious rooting, related oxygenase [Malus 
domestica] 

396024 

68015_1.R1084 

g4714614 

BLASTX 

g3386596 

386 

4.0e-37 

126 

58 

(AC004 665) unknown protein [Arabidopsis thaliana] 
>gi_3702346 (AC005397) unknown protein [Arabidopsis 
thaliana] 



50468 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396025 

68106JL.R1084 
g!631553 

396026 

68137JLR1084 
g!632382 

396027 

68139J..R1084 

g5003072 

BLASTX 

g4337174 

174 

2.0e-12 

68 
57 

(AC006416) Similar to gi_1573829 HI0816 aminopeptidase P 
homolog (pepP) from Haemophilus influenzae genome 
gb_U327 64. [Arabidopsis thaliana] 

396028 

68147_1.R1084 

g2309974 

BLASTX 

g4337025 

254 

2.0e-22 

95 

68 

(AF123253) AIM1 protein [Arabidopsis thaliana] 
>gi_4972047_emb_CAB43915.1_ (AL078470) AIM1 protein 
[Arabidopsis thaliana] 

396029 

68149_1.R1084 

g4714495 

BLASTX 

g2117624 

281 

7.0e-25 

104 

62 

peroxidase 
>gi_971564 
sativa] 



(EC 1.11.1.7) 2 - alfalfa 

emb CAA62228 (X90695) peroxidase2 [Medicago 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



396030 

68173_1.R1084 
gl631625 

396031 

68193_1.R1084 
gl631647 



Seq. No. 



396032 



50469 



Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 



68204JL.R1084 
g3762085 

396033 

68224JL.R1084 
g!631678 



Seq. No. 396034 

Contig ID 68253_1 .R1084 

5' -most EST g4880256 

Method BLASTN r 

NCBI GI g5042437 

BLAST score 38 

E value 9.0e-12 

Match length 62 

% identity 64 

NCBI Description Oryza sativa BAC T49B20 genomic sequence, complete sequence 

Seq. No. 396035 

Contig ID 68260_1.R1084 

5' -most EST g3768262 

Method BLASTX 

NCBI GI g5915834 

BLAST score 173 

E value 2.0e-21 

Match length 211 . 

% identity 35 

NCBI Description CYTOCHROME P450 76C4 >gi_2979547 (AC003680) putative 
7-ethoxycoumarin O-deethylase [Arabidopsis thaliana] 

Seq. No. 396036 

Contig ID 68269_1.R1084 

5' -most EST g2799758 

Method BLASTN 

NCBI GI g4097101 

BLAST score 64 

E value 3.0e-27 

Match length 130 

% identity 86 

NCBI Description Oryza sativa globulin-like protein mRNA, clone Ose710, 
partial cds 

Seq. No. 396037 

Contig ID 68276_1 .R1084 

5 ? -most EST gl631732 

Method BLASTX 

NCBI GI g2655029 

BLAST score 537 

E value 5.0e-84 

Match length 187 

% identity 81 . 
NCBI Description (AF019296) starch synthase isoform zSTSII-1 [Zea mays] 

Seq. No. 396038 

Contig ID 6827 6_2 . R1084 

5' -most EST g2431134 

Method BLASTX 



50470 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2655029 
546 

1.0e-90 

187 
83 

(AF019296) 



starch synthase isoform zSTSII-1 [Zea mays] 



396039 

68283_1.R1084 

g5004834 

BLASTX 

g2130109 

411 

7.0e-43 

112 

80 

porin VDAC3 - wheat >gi_558652_emb_CAA57 646_ (X82148) 
Voltage dependent anion channel (VDAC) [Triticum aestivum] 

396040 

68292J..R1084 

g4715975 

BLASTX 

g303742 

941 

1.0e-102 

201 
91 

(D12544) GTP-binding protein [Pisum sativum] 

>gi_738936_prf 2001457D GTP-binding protein [Pisum 

sativum] 



Seq. No. 


396041 


Contig ID 


68338 1.R1084 


5 '-most EST 


g2442680 


Seq. No. 


396042 


Contig ID 


68351 1.R1084 


5 T -most EST 


g!631816 


Method 


BLASTX 


NCBI GI 


g4929739 


BLAST score 


147 


E value 


8.0e-09 


Match length 


106 


% identity 


33 


NCBI Description 


(AF151893) CGI 


Seq. No. 


396043 


Contig ID 


68356 1.R1084 


5' -most EST 


gl632620 


Seq. No. 


396044 


Contig ID 


68365 1.R1084 


5 T -most EST 


gl631832 


Method 


BLASTX 


NCBI GI 


g4895187 


BLAST score 


391 



50471 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-37 

116 

63 

(AC007661) unknown protein [Arabidopsis thaliana] 



396045 

68377_1.R1084 

gl631846 

BLASTN 

g4206193 

42 

5.0e-14 

42 

100 

Reporter vector pSRF-Luc, 



complete sequence 



396046 

68413_1.R1084 k 
gl631886 

396047 

68425J..R1084 
gl631899 

396048 

68428_1.R1084 

g4968643 

BLASTX 

g5262788 

334 

4.0e-47 

126 

80 

(AL080282) translation initiation factor eIF3-like protein 
[Arabidopsis thaliana] 

396049 

68435JL.R1084 
gl632078 

396050 

68464_1.R1084 

g2431218 

BLASTX 

g732003 

130 

1.0e-15 

129 

43 

OUTER MEMBRANE LIPOPROTEIN BLC PRECURSOR 

>gi_2125977_pir 184534 outer membrane lipoprotein - 

Escherichia coli >gi_536993 (U14003) ORF_fl77 [Escherichia 
coli] >gi_717134 (U21726) lipocalin precursor [Escherichia 
coli] >gi_1790592 (AE000487) outer membrane lipoprotein 
(lipocalin) [Escherichia coli] 



Seq. No. 



396051 



50472 



4) 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBP Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68488JL.R1084 

g2798343 

BLASTX 

gl279640 

417 

1.0e-40 

129 

61 

(X92204) NAM [Petunia x hybrida] 
>gi_6066595_emb_CAA63102.2_ (X92205) 
hybrida] 



NAM [Petunia x 



396052 

68561_1.R1084 

g4879022 

396053 

68583JL.R1084 

g2799824^ 

BLASTX 

gll77320 

171 

6.0e-12 

65 

51 

(X89891) EFA27 for EF hand, abscisic acid, 27kD [Oryza 
sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



396054 

68586JL.R1084 

gl632070 

BLASTX 

g3080400 

286 

2.0e-25 

84 

65 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_4455264_emb_CAB36800.1_ (AL035527) putative protein 
[Arabidopsis thaliana] 

396055 

68587_1.R1084 
g2800587 

396056 

68653_1.R1084 
g5667298 

396057 

68662_1.R1084 
g2797373 

396058 

68664JL.R1084 

g!632154 

BLASTX 



50473 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3080442 
119 

1.0e-14 

64 
61 

(AL022605) putative protein [Arabidopsis thaliana] 
396059 

68670_1.R1084 

gl632305 
BLASTN 
g3986093 
71 

2.0e-31 

151 
88 

Chalinochromis brichardi DNA, microsatellite region 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



396060 

68678JL.R1084 
gl632168 

396061 

68703_1.R1084 
g4969369 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396062 

68728_1.R1084 

g2310987 

BLASTX 

g4204277 

169 

6.0e-12 

65 

56 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396063 

68753JL.R1084 

gl632247 

BLASTX 

g3377843 

303 

2.0e-27 

84 

70 

(AF076274) contains similarity to rat p47 protein 
(GB:AB002086) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



396064 

68764JL.R1084 

g3759975 

BLASTX 

g5823571 

346 

1.0e-38 
124 



50474 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
, NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



(AL049730) Ribosomal protein L7Ae-like [Arabidopsis 
thaliana] 

396065 

68780JL.R1084 
gl632276 

396066 

68789J..R1084 

gl632285 

BLASTX 

g2605714 

403 

3.0e-4 6 

131 

64 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsxs 
thaliana] 



396067 

68789_2.R1084 

g2799139 

BLASTX 

gll09612 

146 ^ 

3.0e-13 

96 

43 

(D45077) MP23 



precursor [Cucurbita sp.] 



396068 

68851JL.R1084 
gl632531 

396069 

68878JL.R1084 

g!632377 

BLASTX 

g4587546 

154 

3.0e-10 

46 

61 

(AC006577) Belongs to the PF_00011 Hsp20/alpha crystallxn 
family. EST gb_W4312 comes from this gene. [Arabidopsis 
thaliana] 

396070 

68888JL.R1084 
gl632388 

396071 

68908JL.R1084 
gl632569 
BLASTX 
g4519539 



50475 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



131 



fe-18 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



69 
67 

(AB016256) NAD-dependent sorbitol dehydrogenase [Malus 
domestica] 

396072 

68945_1.R1084 

g2431159 

BLASTX 

gll69521 

204 

1.0e-30 

73 

100 

EMBRYONIC ABUNDANT PROTEIN 1 >gi_82464_pir S22483 

embryonic abundant protein empl - rice 
>gi_20200_emb_CAA44836_ (X63126) Empl [Oryza sativa] 
>gi_733119 (U22102) similar to embryonic abundant protein 
empl, PIR Accession Number S22483; similar to the product 
encoded by the wheat Em gene, Swiss-Prot Accession Number 
P22701 [Oryza sativa] 

396073 

68953_1.R1084 
g4969313 

396074 

68965JL.R1084 
g5900675 

396075 

69003_1.R1084 
gl632513 

396076 

69014_l.RlO84 

gl632525 

396077 

69022JL.R1084 

g5039113 

BLASTN 

g5828965 

33 

8.0e-09 

57 

89 

Botrytis cinerea strain T4 cDNA library under conditions of 
nitrogen deprivation 

396078 

69036_1.R1084 

gl632547 



Seq. No. 



396079 



50476 



Contig ID 
5 ' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69118_1.R1084 
g3763081 - . 

396080 

69125JL.R1084 
gl632640 

396081 

69141JL.R1084 
gl632656 

396082 

69145JL.R1084 
g3762176 

396083 

69148_1.R1084 

g2442679 

BLASTX 

g3128176 

207 

2.0e-23 

118 

52 

(AC004521) unknown protein [Arabidopsis thaliana] 
396084 

69208_1.R1084 
g4715718 

396085 

69214_1.R1084 
g3090643 

396086 

69232JL.R1084 

g2310527 

BLASTX 

g4218535 

313 

6.0e-29 

78 
73 

(AJ010829) GRAB1 protein [Triticum sp.] 
396087 

69234JL.R1084 

g4714561 

BLASTN 

g732975 

35 

4.0e-10 

79 

86 

T.aestivum pox4 gene 



Seq. No. 



396088 



50477 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
..Match length 



[Arabidopsis thaliana] 



69247JL.R1084 
gl854118 

396089 

69249JL.R1084 
g2798528 

396090 

69268_1,R1084 

g2317352 

BLASTX 

g6041804 

548 

6.0e-56 

115 

89 

(AC009755) putative protein kinase 
396091 

69284_1.R1084 
g3767440 

396092 

69285_1.R1084 
g2798664 



396093 

69303_1.R1084 

gl854175 

BLASTX 

gl778149 

752 

5.0e-80 

167 

87 

(U66404) phosphate/phosphoenolpyruvate translocator 
precursor [Zea mays] 

396094 

69310JL.R1084 

gl854182 

BLASTX 

g2245394 

310 

4.0e-28 

86 

67 

(U89771) ARFl-binding protein [Arabidopsis thaliana] 
396095 

69321_1.R1084 

g2312842 

BLASTX 

g3482974 

490 

1.0e-49 

121 



50478 



HI 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



77 - 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 

396096 

69335JL.R1084 
g4715620 

396097 

69345_1.R1084 
g2276013 

396098 

69366_1.R1084 

g3762095 

BLASTX 

gl362151 

576 

1.0e-77 

155 

92 

mitogen-activated protein kinase 1 homolog (clone Aspk9) - 
oat >gi_871984_emb_CAA56314_ (X7 9993) MAP KINASE [Avena 
sativa] 

396099 

6938CM..R1084 

g3768023 

396100 

69391JL.R1084 

g5003850 

BLASTX 

g3128205 

250 

3.0e-21 

73 
70 

(AC004077) putative pyruvate dehydrogenase complex El beta 
subunit [Arabidopsis thaliana] 

>gi_5702375_gb_AAD47282.1_AF167983_l (AF167983) putative 
pyruvate dehydrogenase beta subunit [Arabidopsis thaliana] 

396101 

69408_1.R1084 
g3768667 

396102 

69414JL.R1084 

g3762174 

BLASTX 

g3928091 

298 

7.0e-27 

77 

69 

(AC005770) unknown protein [Arabidopsis thaliana] 



50479 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



396103- 

69420JL.R1084 

gl944293 

396104 

69423JL.R1084 
g4715664 

396105 

69436_1.R1084 
g2317288 

396106 

69477_1.R1084 

g3761953 

BLASTN 

g5295936 

336 

0.0e+00 

864 

99 

Oryza sativa genomic DNA, chromosome 6, clone : P0681F10, 
complete sequence 

396107 

69545JL.R1084 

g5455604 

BLASTX 

g4115379 

190 

4.0e-14 

182 
41 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 

396108 

69556_1.R1084 
g2275914 

396109 

69574JL.R1084 

g2275932 

BLASTX 

g4220480 

266 

8.0e-23 

127 

47 

(AC006069) unknown protein [Arabidopsis thaliana] 
396110 

69580JL.R1084 
g2275938 



Seq. No. 



396111 



50480 



Contig ID 
5- : \-most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match Length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



69580_2.R1084 
g3759846 

396112 

69595J..R1084 

g2275954 

BLASTX 

gl532167 

184 

1.0e-13 

65 
48 

(U63815) localized according to blastn similarity to EST 
sequences; therefore, the coding span corresponds only to 
an area of similarity since the initation codon and stop 
codon could not be precisely determined [Arabidopsis 
thaliana] 

396113 

69601_1.R1084 

g5038778 

BLASTX 

g4314401 

198 

2.0e-15 

52 

71 

(AC006232) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 

396114 

69647_1.R1084 

g2280870 

BLASTX 

g4883603 

218 

1.0e-18 

91 

58 

(AC006922) putative xyloglucan endo-transglycosylase 
[Arabidopsis thaliana] 

396115 

69667JUR1084 

g5003060 

BLASTX 

g4263783 

383 

1.0e-36 

125 

58 

(AC006068) putative DNAJ protein [Arabidopsis thaliana] 
396116 

69678JL.R1084 

g2276043 

BLASTX 



50481 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3033392 
295 

6.0e-39 

157 

55 

(AC004238) putative translation initiation factor 
EIF-2B-epsilon subunit [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 



396117 

69692JL.R1084 
g2280540 

396118 

69759_1.R1084 
g2280607 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396119 

69761_1.R1084 
g2280609 „ 

396120 

69763_1.R1084 
g3762833 

396121 

69773JL.R1084 

g4714184 

BLASTX 

g3309543 

174 

1.0e-12 

60 

48 

(AF036382) MLL 



[Fugu rubripes] 



Seq. No. 
Contig ID 
. 5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



396122 

69781JL.R1084 

g3763348 

BLASTX 

g773414 

157 

3.0e-10 

41 

76 

(U23751) beta galactosidase [Cloning vector pBBRlMCS-2] 
>gi_833819 (U25059) LacZ alpha peptide [Cloning vector 
pBBRlMCS-3] >gi_833823 (U25060) LacZ alpha peptide [Cloning 
vector pBBRlMCS-4] >gi_833827 (U25061) LacZ alpha peptide 
[Cloning vector pBBRlMCS-5] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



396123 

69797_1.R1084 

g2280660 

BLASTX 

g2281103 

185 

2.0e-13 



50482 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 

51 , 

(AC002333) Glucan endo-1, 3-beta glucosidase isolog 
[Arabidopsis thaliana] 

396124 

69816JL.R1084 

g3759753 

BLASTN 

g5441876 

44 

3.0e-15 

81 

98 

Oryza sativa genomic DNA, chromosome 2, clone: P0437H03 
(contig b) 

396125 

69879JL.R1084 
g2280839 



396126 

69892_1.R1084 

g3766578 

BLASTX 

g4887012 

197 

1.0e-25 

79 
77 

(AF123504) Nt-iaa2, 



3 deduced protein [Nicotiana tabacum] 



396127 

69911_1.R1084 
g2280775 
BLASTX 
,g4454470 
337 

6.0e-37 

131 

61 

(AC006234) putative sugar transporter [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396128 

69923JL.R1084 

g2280787 

BLASTX 

gll45408 

150 

2.0e-09 

108 

38 

(U38783) brefeldin A resistance protein 
[Schizosaccharomyces pombe] >gi_5 05 1 4 8 6_emb_CAB4 47 65 . 1_ 
(AL078627) brefeldin a resistance protein. 
[ S chi zo s a cchar omyces pombe ] >gi_l 58 95 6 7_pr f 2 2 1 1 3 4 6A 



50483 



# 



brefeldin A resistance protein [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396129 

69949_1.R1084 

g2280814 

BLASTX 

gl208496 

211 

7.0e-17 

47 

83 

(D38124) EREBP- 



3 [Nicotiana tabacum] 



396130 

69953J..R1084 

g4969268 

BLASTN 

g5295936 

75 

7.0e-34 

87 

21 

Oryza sativa genomic DNA, chromosome 6, clone : P0681F10, 
complete sequence 

396131 

69954_1.R1084 
g2280819 

396132 

69959J..R1084 

g2280824 

BLASTX 

g4191788 

181 

3.0e-13 

66 

53 

(AC005917 ) putative 1-aminocyclopropane-l-carboxylate 
oxidase [Arabidopsis thaliana] 

396133 

69968JL.R1084 
g2280833 

396134 

69970_1.R1084 

g2798809 

BLASTN 

g2894791 

41 

2.0e-13 

83 

96 

Cryptosporidium parvum heat shock protein 7 0 (Hsp 70) mRNA, 
complete cds 



50484 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396135 

69978_1.R1084 

g2280843 

BLASTX 

g!00226 

141 

8.0e-09 

40 

62 

hypothetical protein - tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396136 

70004_1.R1084 
g2442547 

396137 

70034_1.R1084 
g4969318 

396138, 

70041_1.R1084 
g2280906 

396139 

70078_1.R1084 

g4969238 

BLASTX 

g5051775 

400 

7.0e-39 

149 

52 

(AL078637) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396140 

70099_1.R1084 

g2442401 

BLASTX 

g3269297 

204 

6.0e-16 

82 

49 

(AL030978) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



396141 

70101_1.R1084 

g2280967 

BLASTX 

g4680192 

149 

2.0e-09 

74 

41 



50485 



NCBI Description 



(AF111710) hypothetical protein [Oryza sativa subsp. 
indica] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396142 

70162_1.R1084 

g3762096 

BLASTX 

g3396052 

626 

3.0e-65 

132 

86 

(AF079318) MAP kinase homolog [Triticum aestivum] 
396143 

70165_1.R1084 

g3106557 

BLASTX 

g5734727 

282 

5.0e-25 

132 

47 

(AC007259) Very similar to receptor-like protein kinases 
[Arabidopsis thaliana] 

396144 

70186_1.R1084 

g2317334 

BLASTX 

g5882721 

229 

9.0e-19 

75 

61 

(AC008263) Strong similarity to gb_D21805 calcium-dependent 
protein kinase (CDPK) from Arabidopsis thaliana and 
contains a PF_00069 Eukaryotic protein kinase and 4 
PF 00036 EF hand domains 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



396145 

70192JL.R1084 

g3766951 

BLASTX 

g3643610 

582 

6.0e-60 

126 

85 

(AC005395) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

396146 

70197JL.R1084 
g2800326 



Seq. No. 



396147 
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OOuCig iu 


70222 1 R1084 




a5004087 


Method. 




NCBI GI 


g629858 


BLAST score 


391 


Vdiue 


1 Op-37 


Mafnh 1 on <Ti~ H 

i v ia.X-Oii itsny un 


88 




75 


NL/oX uescri.pT.ion. 


nrntftin v-i na^p C inhibitor — maize 


oeq. INO . 




L/Ontly 11J 


709^0 1 R1084 


3 IUU5L. IjOI 


a?317381 


Method 




NCBI GI 


g3219151 


BLAST score 


331 


hj vaiue 






JL -L *± 


-6 iuenuiT-y 


61 


NCBI Description 


/nnniRiPi^ r-Hr*2 rplat^d f MeseiiLbrvanthemuiu crvstallinuiu] 


oeq. wo. 




uonrig iu 


'709^4 1 Rl 084 


0 — IuOSH HjOI 


rr9^1 7^87 


Method 




NCBI GI 


g3056588 


BLAST score 


154 


E value 




ixiau.cn ienyTzn 


1 97 


% identity 


54 


NCBI Description 


(AC004255) T1F9.9 [Arabidopsis thaliana] 


beq. JNO . 




uonizig iu 


709^^ 1 Rl 084 


o -most hbl 


gzoi / jo o 


Seq. No* 


jyoioi 


contig iu 


709AP 1 Rl 084 


c i _ mnQ f- rqT 
0 IRUSU £jO ± 


a37 60^26 


Method 


DT 7\ OTV 
Di-iAO I A 


NCrsl 


rr^90fi99 


BLAST score 


306 


E value 


7.0e-28 


Match length 


DO 


■s iaenT:ii.y 


Q1 
_?i 


NCBI Description 


nr-AKaV^i ca nrnf oi n Vi n^cip — mai 70 f "FTacrment ) >oi 168618 




^JXloZyoO; protein, Kllldoc [iJtici itictyoj 


Seq. No. 


■OQ^TI CO 

jyoio-i 


Contig IU 


*7H9^9 1 R1 084 


0 ItlOST- CjOI 


rr9?1 7^0^ 


Mo +■ Vi 


BLASTN 


NCBI GI 


g5091496 


BLAST score 


407 


E value 


0.0e+00 


Match length 


460 


% identity 


97 



50487 



€1 



NCBI Description Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396153 

70263JL.R1084 
g2317424 

396154 

70268_1.R1084 

g2317421 

BLASTX 

g3445397 

261 

2.0e-29 

109 

59 

(AJ010166) S-domain receptor-like protein kinase [Zea mays] 
396155 

70271_1.R1084 

g2796461 

BLASTX 

gl362051 

387 

4.0e-37 

138 

57 

protein kinase 3 - soybean >gi_310582 (L19361) protein 
kinase 3 [Glycine max] 

396156 

70275_1.R1084 
g2317432 

396157 

70277JL.R1084 

g2317434 

BLASTX 

g3367520 

211 

4.0e-31 

134 

60 

(AC004392) Similar to protein kinase APK1A, 
tyrosine-serine-threonine kinase gb_D12522 from A. 
thaliana. [Arabidopsis thaliana] 

396158 

70280JL.R1084 

g2317520 

BLASTX : 

g4115383 

133 

7.0e-31 

214 

43 

(AC005967) receptor-like protein kinase [Arabidopsis 



50488 



thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396159 

70286JL.R1Q84 

g5803442 

BLASTX 

g4008006 

512 

8.0e-52 

163 

63 

(AF084034) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396160 

70287_1.R1084 
g2317445 

396161 

70292J..R1084 

g2317452 

BLASTX 

g5430769 

258 

5.0e-29 

151 

54 

(AC007504) Similar to somatic embryogenesis receptor-like 
kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



396162 

70294_1.R1084 

g2317496 

BLASTX 

g3360289 

929 

1.0e-101 

213 

88 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

396163 

70304JL.R1084 

g2317514 

BLASTX 

g2315153 

145 

2.0e-19 

150 

42 

(Y14316) MAP3K gamma protein kinase [Arabidopsis thaliana] 
396164 

70315_1.R1084 

g2317482 

BLASTX 



50489 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5091508 
326 

2.0e-55 

153 

69 

(AB023482) ESTs C22458 (C62866) , C22459 (C62866) correspond to 
a region of the predicted gene.; Similar to genomic 
sequence of Arabidopsis thaliana BAC F8A5, complete 
sequence. (AC002292) [Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396165 

70329_1.R1084 
g2317491 

396166 

70360_1.R1084 

g2317525 

BLASTX 

g4455259 

139 

1.0e-15 

71 

66 

(AL035523) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396167 

70367JL.R1084 

g2317542 

BLASTX 

g4530126 

183 

2.0e-13 

96 

40 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396168 

70370_1.R1084 
g3768264 

396169 

70383_1.R1084 

g3762207 

BLASTX 

g2947063 

144 

8.0e-09 

37 
65 

(AC002521) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



396170 

70385_1.R1084 
g3766793 



50490 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396171 

70387JL.R1084 

g4715344 

BLASTX 

g2632252 

555 

8.0e-57 
167 

63 . 

(Y12464) serine/threonine kinase 



[Sorghum bicolor] 



Seq, No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396172 

70388JL.R1084 
g5456484 

396173 

70400_1.R1084 

g2317570 

BLASTX 

g4559329 

183 

2.0e-13 

47 

68 

(AC007087) putative protein kinase MAP3K [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



396174 

70408_1.R1084 

g3763589 

BLASTX 

g3445397 

233 

4.0e-19 

117 

48 

(AJ010166) S-domain receptor-like protein kinase 



396175 

70421_1.R1084 

g2317595 

BLASTX 

g6016708 

208 

2.0e-16 

50 

68 

(AC009325) putative protein kinase 



[Zea mays] 



[Arabidopsis thaliana] 



396176 

70439JL.R1084 

g2317612 

BLASTX 

g6056374 

254 

9.0e-22 



50491 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value ' 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114 
42 

(AC009894) Similar to serine/threonine kinases [Arabidopsis 
thaliana] 

396177 

70442_1.R1084 

g3T60337 

BLASTX 

g3236253 

164 

3.0e-13 

114 

46 

(AC004684) receptor-like protein kinase [Arabidopsis 
thaliana] 

396178. 

70480_1.R1084 
g2310264 

396179 

70510_1.R1084 
g2309674 

396180 

70511_1.R1084 

g2310262 

BLASTX 

gl857447 

198 

3.0e-15 
91 

48 ' 
(U82367) UDP-glucose glucosyltransf erase [Solanum 
tuberosum] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



396181 

70515_1.R1084 
g2309680 

396182 

70518_1.R1084 

g2309683 

BLASTX 

g!498168 

143 

2.0e-14 

88 

55 

(D8673XK) endoxyloglucan transferase related protein 
[Nicotiana tabacum] 

396183 

70520JL.R1084 

g2309685 

BLASTX 



50492 



CP 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2245378 
525 

2.0e-53 

159 

64 

(U83245) auxin response factor 1 [Arabidopsis thaliana] 
>gi_5080809_gb_AAD39318.1_AC007258_7 (AC007258) auxin 
response factor 1 [Arabidopsis thaliana] 

396184 

70544_1.R1084 

g3760140 

BLASTX 

g3914555 

479 

6.0e-48 

127 
81 

PUTATIVE RIBOSOME-BINDING FACTOR A, CHLOROPLAST PRECURSOR 
>gi_3096942_emb_CAA18852.1_ (AL023094) putative protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



396185 

70576__1.R1084 
g2309741 

396186 

70579_1.R1084 
g4879029 

396187 

70618_1.R1084 
g2443143 



Seq. No. 
Contig ID 
■ 5 ' -most EST . 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



396188 

70620JL.R1084 

g2309785 

BLASTX 

g2501499 

141 

1.0e-08 

57 

53 

INDOLE -3 -ACETATE BETA-GLUCOSYLTRANSFERASE (IAA-GLU 
SYNTHETASE) { (URIDINE 

5 ' -DI PHOSPHATE-GLUCOSE : IND0L-3-YLACETYL) -BETA-D-GLUCOSYL 

TRANSFERASE) >gi_62604 3_pir A54739 indole-3-acetate 

beta-glucosyltransf erase (EC 2.4.1.121) - maize >gi_548195 
(L34847) IAA-glu synthetase [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



396189 

70647_1.R1084 

g2309812 

BLASTX 

g2494165 

215 

3.0e-17 



50493 



I) 



Match length 124 
% identity 37 

NCBI Description DNA LI CASE (POLYDEOXYRIBONUCLEOTIDE SYNTHASE [ATP] ) 

>gi_2129574_pir S71278 DNA ligase - Arabidopsis thaliana 

>gi_1359495_emb_CAA66599_ (X97924) DNA ligase [Arabidopsis 
thaliana] 



Seq. No.- 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



396190 

70664JL.R1084 
g2309829 

396191 

70701J..R1084 
g2309866 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396192 

70716_1.R1084 

g5038905 

BLASTX 

g4874267 

266 

1.0e-30 

157 

59 

(AC007354) Strong similarity to gb_X56267 auxin-induced 
protein (pCNT115) from Nicotiana tabacum and is a member of 
the PF_00248 Aldo/keto reductase family. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396193 

70739_1.R1084 

g2309904 

BLASTX 

g3367576 

263 

2.0e-22 

178 

39 

(AL031135) NAM 



/ CUC2 -like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



396194 

70749JL.R1084 
g3107494 

396195 

70772JL.R1084 
g2309938 

396196 

70789_1.R1084 

g2310361 

BLASTX 

g6016736 

449 

2.0e-44 

168 

56 



50494 



NCBI Description (AC009325) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



396197 

70804_1.R1084 
g2310601 

396198 

70813_1.R1084 
g5002970 

396199 

70818_1.R1084 

g3766716 

BLASTX 

g464806 

138 

5.0e-17 

150 

35 

SIGNAL RECOGNITION PARTICLE 72 KD PROTEIN (SRP72) 

>gi_423182_pir A40692 signal recognition particle 72K 

chain - dog >gi_297768_emb_CAA48014_ (X67813) signal 
recognition particle, 72 kDa subunit [Canis familiaris] 

396200 

70825_1.R1084 

g2428705 

BLASTX 

g!362193 

345 

2.0e-32 

77 

83 

heat shock factor - maize >gi_2130134_pir S61448 heat 

shock factor (clone hsfb) - maize >gi_886742_emb_CAA58117_ 
(X82943) heat shock factor [Zea mays] 

396201 

70826JL.R1084 
g2309992 

396202 

70833_1.R1084 

g2309999 

BLASTX 

g6006718 

183 

4.0e-26 

195 

41 

(AF109376) tRNA isopentenyl transferase [Arabidopsis 
thaliana] 

396203 

70874JL.R1084 

g2310040 

BLASTX 



50495 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most' EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



0 • 

g!129145 
195 

4.0e-26 

98 

77 

(X75329) acetyl-CoA C-acyltransf erase [Mangifera indica] 
396204 

70879_1.R1084 

g2310045 

BLASTX 

g5091610 

277 

2.0e-24 

74 

74 

(AC007858) 10A19I.15 [Oryza sativa] 
396205 

70919JL.R1084 

g2310312 

BLASTX 

g695411 

437 

3.0e-43 

129 

73 

(D49475) glutamate dehydrogenase [Zea mays] 



396206 

70935JL.R1084 

g4880936 

BLASTX 

g4539404 

822 

4.0e-88 

229 

65 

(AL049524) putative protein 
396207 

70939JL.R1084 
g2310105 



[Arabidopsis thaliana] 



396208 

70946JL.R1084 

g4878276 

BLASTX 

g4056568 

370 

3.0e-43 

123 

26 

(U90944) PDI-like protein [Zea mays] 
396209 

70948JL.R1084 

50496 



5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0 



g2427250 
BLASTN 
gl841356 
263 

1.0e-146 

386 
94 

Oryza sativa DNA for mitochondrial ribosomal protein Sll 
(nuclear encoded) , complete cds 



Seq. No, 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396210 

70950JL.R1084 

g2310116 

BLASTX 

g2864616 

280 

1.0e-24 

71 

72 

(AL021811) hypothetical protein [Arabidopsis thaliana] 



Seq* No. 
Contig ID 
5' -most EST 



396211 

70981_1.R1084 
g2428601 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396212 

71017_1.R1084 

g2310183 

BLASTX 

g5803275 

602 

3.0e-62 

138 
83 

(AP000399) EST AU056133 (S20320) corresponds to a region of 
the predicted gene; similar to Caenorhabditis elegans 
cosmid D1054; hypothetical protein (Z74030) [Oryza sativa] 



Seq, No. 
Contig ID 
5' -most EST 



396213 

71020_I.R1084 
g2310186 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396214 

71043J..R1084 

g2310209 

BLASTX 

g4769012 

305 

1.0e-27 

147 

50 

(AF143746) CER1 [Oryza sativa] 



Seq. No. 
Contig ID 
.5 f -most EST 



396215 

71056J..R1084 
g4715281 



50497 



0 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI . 

B3LAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



396216 

71100_1.R1084 
g3760495 

396217 

71143_1.R1084 

g2800970 

BLASTX 

g4982519 

314 

3.0e-33 

101 

64 

(AC000107) F17F8.25 [Arabidopsis thaliana] 
396218 

71154JL.R1084 
g2310321 

396219 

71165JL.R1084 
g2442627 

396220 

71172_1.R1084 
g4715190 

396221 

71175_1.R1084 
g5607467 

396222 

71181_1.R1084 

g2312153 

BLASTX 

g2501599 

271 

7.0e-24 

85 

60 

HYPOTHETICAL 29.1 KD PROTEIN W06E11.4 IN CHROMOSOME III 
>gi_669022 (U20862) W06E11.4 gene product [Caenorhabditis 
elegans] 

396223 

71186JL.R1084 
g2427553 

396224 

71192_1.R1084 
g2310360 

396225 

71195JL.R1084 
g3759099 



Seq. No. 



396226 



50498 



0 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71195_2.R1084 
g2310363 

396227 

71198_1.R1084 

g5003501 

BLASTX 

g3152606 

420 

6.0e-41 

99 
75 

(AC004482) putative ring zinc finger protein [Arabidopsis 
thaliana] 

396228 

71234J..R1084 

g4878162 

BLASTX 

g3319355 

554 

3.0e-68 

163 

82 

(AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 

396229 

71246_1.R1084 

g2310415 

BLASTX 

g4803944 

345 

5.0e-53 

271 

39 

(AC006264) putative C2-domain protein (prosite: PD0C00380) 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST' 



396230 

71335_1.R1084 

g2310637 

BLASTX 

g491445l 

123 

9.0e-ll 

53 
64 

(AL050398) dimethyl aniline monooxygenase-like protein 
[Arabidopsis thaliana] 

396231 

71342_1.R1084 
g2310511 



Seq, No. 
Contig ID 



396232 

71359 1.R1084 



50499 



5 1 -most EST 


a2310528 

\A J- w w W 




BLASTX 


NCBI GI 


g3881722 


BLAST score 


150 


E value 


2.0e-09 


Match length 


57 


% identity 


29 


NCBI Description 


(Z69385) 



Similarity to Human XE169 protein 
(SW:XE169_HUMAN) ; cDNA EST EMBL:D27033 comes from this 
gene; cDNA EST EMBL:D27035 comes from this gene; cDNA EST 
EMBL:D27034 comes from this gene; cDNA EST EMBL:D27037 
comes from thi 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396233 

71365_1.R1084 

g2310534 

BLASTX 

g2498732 

262 

3.0e-24 

148 

47 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE P2 

>gi_1362014__pir S57612 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886430_emb_CAA89262_ (Z49268) 
zeta-crystallin homologue [Arabidopsis thaliana] 



%5 - 


Seq. No. 


396234 




Contig ID 


71383 1.R1084 




5' -most EST 


g2310552 




Method 


BLASTX 




NCBI GI 


g4220524 




BLAST score 


144 




E value 


5.0e-09 




Match length 


44 




% identity 


61 




NCBI Description 


(AL035356) putative prob 




Seq. No. 


396235 




Contig ID 


71407 1.R1084 




5 '-most EST 


g5003168 




Seq. No. 


396236 




Contig ID 


71426 1.R1084 




5' -most EST 


g2310596 




Method 


BLASTX 




NCBI GI 


gl915960 




BLAST score 


562 




E value 


9.0e-58 




Match length 


181 




% identity 


28 




NCBI Description 


(Y07 636) peptidylprolyl 




Seq. No. 


396237 




Contig ID 


71434 1.R1084 




5 '-most EST 


g5003792 




Method 


BLASTX 



isomerase [Triticum aestivum] 



50500 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



g2497543 
339 

3.0e-36 

141 

64 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_542061_pir S41379 

pyruvate kinase - common tobacco >gi_4 44023_emb_CAA82628_ 
(Z29492) pyruvate kinase [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5' -most EST 



396238 

71441J..R1084 
g2310611 



Seq. No. 
Contig ID 
5' -most EST 



396239 

71451_1.R1084 
g2310621 



Seq. No. 

Contig ID 

5 , -most EST - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396240 

71481JL.R1084 

g2799171 

BLASTN 

g3660464 

53 

1.0e-20 

53 

100 

Arabidopsis thaliana mRNA for Inositol 1, 3, 4-Trisphosphate 
5/6 Kinase 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396241 

71486JL.R1084 

g3106801 

BLASTN 

g5803242 

351 

0.0e+00 

594 

96 

Oryza sativa genomic DNA, 



chromosome 6, clone: P0535G04 



Seq. No. 
Contig ID 
5' -most EST 



396242 

71505_1.R1084 
g3767437 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396243 

71511_1.R1084 

g3768241 

BLASTX 

g4567262 

252 

1.0e-21 

53 
85 

(AC006841) putative ubiquitin [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



396244 

71515 1.R1084 



50501 



o • 



5 1 -most EST 


g2310689 


Method 


BLASTX 


NCBI GI 


g5103847 


BLAST score 


174 


E value 


6.0e-12 


Match lenath 


150 


% identity 


31 


NCBI Description 


(AC007591) Contains PF 00561 alpha/beta hydrolase 




fAT^Hi Hnn 5 !! s "hhsl i anal 


Sea No 


396245 


Contia ID 


71518 1 R1084 


5 T -most EST 


g2443T06 


Method 


BLASTX 


NCBI GI 


g4567247 


BLAST score 


261 


E value 


2 Oe-22 


Mat ph 1 pnat h 


133 


% identity 


43 


NCBI Description 


(AC007070) unknown protein [Arabidopsis thaliana] 


Seer. No. 


396246 


Pont" i rr TD 


71551 1 R1084 


R < — most" K^T 

sj lLLV^O U DUX 






J ^ U <£. *± / 


Pont" t rr TD 


71 R70 1 R1 DRd 


S T — most" KST 




Method 


BLASTX 


NCBI GI 


g4262143 


BLAST score 


197 


E value* 


4 . 0e-19 


Match lpncrth 


104 


% identity 


56 


NCBI Description 


(AC005275) hypothetical protein [Arabidopsis thai: 


Sea. No. 


396248 


Contig ID 


71587 1.R1084 


5 '-most EST 


g2310762 


Sea. No. 


396249 


Contia ID 


71591 1 R1084 


*S T —Trine;-}- P^T 


a58 03520 


Qprr Ma 

LJ U • L>l * 


396250 


fAnf- 1 rr TD 

L/l 1 L. -L y J. L/ 




5 1 -most EST 


a2310777 


Method 


BLASTX 


NCBI GI 


g4678924 


BLAST score 


251 


i— i V ul LLC? 




Match length 


64 


% identity 


72 


NCBI Description 


(AL049711) putative protein [Arabidopsis thaliana; 


Seq. No. 


396251 


Contig ID 


71605_1.R1084 



50502 



o 



5 , .-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



g2310782 
BLASTX 
g4680339 
163 

6.0e-16 

171 
40 

(AF128457) 
indica] 



hypothetical protein [Oryza sativa subsp. 



396252 

71619_1.R1084 
g2310796 

396253 

71627_1.R1084 
g2442498 

396254 

71660_1.R1084 
g2310837 

396255 

71675_1.R1084 

g4715750 

BLASTX 

g4586255 

314 

2.0e-28 

121 

55 

(AL049640) putative protein [Arabidopsis thaliana] 
396256 

71684_1.R1084 

g5003544 

BLASTX 

gl352461 

171 

3.0e-23 

103 

63 

, IN2-2 PROTEIN 



396257 

71691J..R1084 

g2428063 

BLASTX 

g4929711 

177 

2.0e-12 

162 

31 

(AF151879) CGI-121 protein 



[Homo sapiens] 



3-96258 

71698 1.R1084 



50503 



5 '-most EST 

Seq. No, 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
'Match length 
% identity 
NCBI Description 



O 



g5003087 
396259 

71705_1.R1084 

g2310923 

BLASTX 

g3426064 

199 

1.0e-18 

109 

47 

( AJO 07588) monooxygenase 
>gi_4 46714 l_emb_CAB 3 7 5 1 0_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL035540) monooxygenase 2 (M02) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396260 

71711_1.R1084 

g5004896 

BLASTX 

g5123546 

296 

1.0e-26 

102 

59 

(AL079344) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



396261 

71729JL.R1084 
g2313010 

396262 

71730JL.R1084 
g2310908 

396263 

71733_1.R1084 
g5002987 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396264 

71735_1.R1084 

g3061230 

BLASTN 

g5019261 

35 

6.0e-10 

95 

89 

Genomic sequence for Arabidopsis thaliana BAC T4012 from 
chromosome I, complete sequence 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



396265 

71751_1.R1084 
g2310929 

396266 

71812_1.R1084 
g2310990 



50504 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

BLASTN 

gl244715 

34 

2.0e-09 

54 

91 

Triticum aestivum 




synthase (T A- ACS 2) 



gene, complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396267 

71813JL.R1084 

g4878253 

BLASTX 

g2129771 

206 

6.0e-16 

134 
30 

xyloglucan endotransglycosylase-related protein XTR-6 - 
Arabidopsis thaliana >gi_1244758 (U43488) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_4539299_emb_CAB39602.1_ (AL049480) xyloglucan endo-1, 
4-beta-D-glucanase (XTR-6) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396268 

71855_1.R1084 

g3759841 

BLASTX 

g4468794 

366 

9.0e-43 

126 

75 

(AJ010296) Glutathione transferase 111(b) 



[Zea mays] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396269 

71859JL.R1084 
g2311037 

396270 

71900_1.R1084 

g2311080 

BLASTX 

g4218537 

411 

1.0e-50 

145 

72 

(AJ010830) GRAB2 protein [Triticum sp.] 



Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



396271 

71907_1.R1084 

g2443108 

BLASTX 

g5802225 

272 

8.0e-24 
92 



50505 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 

(AF166262) 



HAL 3 A protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396272 

71926_1.R1084 
g2311162 

396273 

71934_1.R1084 

g2311114 

BLASTX 

g4510349 

198 

2.0e-15 

77 

57 

(AC006921) putative bZIP transcription factor [Arabidopsis 
thaliana] 

396274 

7194GJL.R1084 

g5056058 

BLASTX 

g4512664 

342 

4.0e-32 

80 

81 

(AC006931) putative ribose phosphate pyrophosphokinase 
[Arabidopsis thaliana] 

>gi_4544471_gb_AAD22378.1_AC006580_10 (AC006580) putative 
ribose phosphate pyrophosphokinase [Arabidopsis thaliana] 
>gi_4902472_emb_CAB43553.1_ (AJ012407) phosphoribosyl 
diphosphate synthase [Arabidopsis thaliana] 

396275 

71977JL.R1084 

g4881032 

BLASTX 

g3687239 

521 

8.0e-53 

110 

87 

(AC005169) putative clathrin coat assembly protein 
[Arabidopsis thaliana] 

396276 

71984_1.R1084 

g4714804 

BLASTX 

g2655098 

756 

1.0e-96 

318 

55 

(AF023472) peptide transporter [Hordeum vulgare] 



50506 



€1 



Seq. No* 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
■Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



396277 

72016J..R1084 
g3766904 

396278 

72020JL.R1084 

g23U203 

BLASTX 

g629807 

336 

2.0e-31 

137 
47 

VP1 protein - rice 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396279 

72036_1.R1084 

g2311219 

BLASTX 

g4262236 

202 

8.0e-16 

70 
56 

(AC006200) -^putative ribose 5-phosphate isomerase 
[Arabidopsis' thaliana] 

396280 

72052_2.R1084 

g4878617 

BLASTX 

gl703446 

204 

2.0e-37 

160 

59 

L - AS PARAG INAS E (L-ASPARAGINE AMIDOHYDROLASE) 

>gi_107 6292_pir S53127 asparaginase - Arabidopsis thaliana 

>gi_735918_emb_CAA84367_ (Z34884) asparaginase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396281 

72053J..R1084 

g2311236 

BLASTX 

g4371279 

310 

2.0e-28 

119 

54 

(AC006260) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



396282 

72092_1.R1084 

g2311275 

BLASTX 



50507 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Gontig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



g2792155 
331 

1.0e-30 

129 

47 

(AJ223291) 



chalcone reductase [Sesbania rostrata] 



396283 

72108J..R1084 
g2443156 

396284 

72127_1.R1084 
g2312939 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396285 

72140JL.R1084 
g2311323 

396286 

72142_1.R1084 

g5771074 

BLASTX 

gl28186 

225 

3.0e-34 

78 

94 

NITRATE REDUCTASE 1 (NR1) >gi_82490_pir_ 
reductase (NADH) (EC 1.6.6.1) - rice 



S07554 nitrate 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



396287 

72153_1.R1084 
g2311349 

396288 

72170_1.R1084 
g5667231 

396289 

72222_1.R1084 
g2311407 

396290 

72247_1.R1084 
g2311432 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



Seq. No. 
Contig ID 



396291 

72252JL.R1084 
g2311437 

396292 

72266J..R1084 
g4968934 



396293 

72299 1.R1084 



50508 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0 



g5816492 
BLASTN 
g5257255 
71 

2.0e-31 

197 

78 

Oryza sativa genomic 



DNA, chromosome 8, clone: P0026F07 



Seq. No. 
Contig ID 



396294 

72318_1.R1084 

g2311503 

BLASTX 

g4914424 

413 

1.0e-57 

163 

62 

(AL050351) Inositol monophosphatase-like protein 
[Arabidopsis thaliana] 

396295 

72324_1.R1084 
g2311511 

396296 

72333JL.R1084 
g2797423 

396297 

72356_1.R1084 

g2311553 

BLASTX 

g2529662 

500 

2.0e-50 

102 

94 

(AC002535) putative small nuclear ribonucleoprotein, Sm 
[Arabidopsis thaliana] >gi_3738278 (AC005309) putative 

small nuclear ribonucleoprotein, Sm D2 [Arabidopsis 

thaliana] 

396298 

72374_1.R1084 

g5003475 

BLASTX 

g2252866 

182 

7.0e-13 

134 

41 

(AF013294) contains region of similarity to SYT 
[Arabidopsis thaliana] 

396299 

72410 1.R1084 



50509 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3759862 
BLASTX 
g3717987 
160 

1.0e-10 

49 

67 

(AJ005899) 
tabacum] 



G subunit of Vacuolar-type H+-ATPase [Nicotiana 



396300 

72424_1.R1084 
g3762586 

396301 

72428J..R1084 

g2311626 

BLASTX 

g4454048 

138 

5.0e-ll 

83 
48 

(AL035394) putative protein [Arabidopsis thaliana] 
396302 

72459_1.R1084 
g2311658 

396303 

72462_1.R1084 

g2311660 

BLASTX 

g5042168 

376 

5.0e-82 

186 

81 

(AL078620) GTP-binding-like protein [Arabidopsis thaliana] 
396304 

72467JL.R1084 
g5004495 

396305 

72477_1.R1084 

g2311676 

BLASTX 

g4204695 

359 

2.0e-38 

144 

58 

(AF117062) putative inositol polyphosphate 5-phosphatase 
AtSPl [Arabidopsis thaliana] 



Seq. No. 



396306 



50510 



Contig ID 
5' -most EST , 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72492J..R1084 
g2311691 

396307 

72509JL.R1084 

g4878443 

BLASTX 

g2494610 

473 

9.0e-72 

169 

86 

CELL DIVISION PROTEIN FTSZ CHLOROPLAST HOMOLOG PRECURSOR 
>gi_1079732 (U39877) cpFtsZ [Arabidopsis thaliana] 

396308 

72524_1.R1084 

g2311723 

BLASTN 

g5091496 

160 

3.0e-84 

247 

46 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence - 

396309 

72560JL.R1084 

g2311759 

BLASTX 

g3953471 

470 

1.0e-46 

140 

60 

(AC002328) F2202.16 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



396310 

72562JL.R1084 
g2312980 

396311 

72563_1.R1084 
g2311762 

396312 

72570JL.R1084 
g4879021 

396313 

72571_1.R1084 

g3758994 

BLASTX 

g3785998 

136 

5.0e-13 



50511 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



H 

122 
37 

(AC0054 99) unknown protein [Arabidopsis thaliana] 
396314 

72580_1.R1084 

g4878735 
BLASTX 
g3334441 
312 

2.0e-28 

151 

28 

HYPOTHETICAL 47.9 KD PROTEIN T5I7.9 IN CHROMOSOME II 
>gi_2642161 (AC003000) hypothetical protein [Arabidopsis 
thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



396315 

72595JUR1084 
g2311794 

396316 

72604_1.R1084 
g2311803 



Seq. No. 
Contig ID 
5 '-most EST 



396317 

72701_1.R1084 
g2311900 



Seq. No. 

Contig ID 
5 '-most EST 



396318 

72736_1.R1084 
g2311936 



Seq. No. 
Contig ID 
5' -most EST 



396319 

72738_1.R1084 
g3769247 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396320 

72758JL.R1084 
g2311958 

396321 

72767_1.R1084 

g2311967 

BLASTX 

g2695925 

319 

3.0e-33 

83 

93 

(AJ222776) hypothetical protein 



[Hordeum vulgare] 



Seq. No. 
Contig ID 
5' -most EST 



396322 

72789JL.R1084 
g3760184 



Seq. No. 



396323 



50512 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72793_1.R1084 

g2311997 

BLASTN 

g6041757 

64 

2.0e-27 

100 

91 

Genomic Sequence For Oryza sativa Clone 10P20, 
Strain, Complete Sequence, complete sequence 



Lemont 



C £2> pr vr 0 




f"" 1 »-l -|— 4 f~r T X\ 

uomnig ±u 


HOI QA 1 151 HQ A 
/ Z / J-.rs.XUa4 


0 — IuOSu rib i 


gz oi ±y yc5 










BLAST score 


182 


E value. 


1.0e-13 


Match length 


A Q 


% identity 




nl-jdi uescripnon 


vfiriozooo; puranve 




tnalxanaj 


Seq. No. 


396325 


Contig ID 


72799_1 .R1084 


o -most i 


gjuoiiui 


Method 




MPRT (IT 




BLAST score 


478 


E value 


4.0e-48 


Match length 


91 


% identity 


89 


NCBI Description 


(AJ007289) myb-like 


Seq. No. 


396326 


Contig ID 


72807 1.R1084 


5' -most EST 


g2312011 


Method 


BLASTN 


NCBI GI 


g5042437 


BLAST score 


55 


E value 


6.0e-22 


Match length 


99 


%■ identity 


89 


NCBI Description 


Oryza sativa BAG T4! 



[Arabidopsis 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



396327 

72814_1.R1084 
g2312018 

396328 

72815JL.R1084 

g3762939 

BLASTX 

gl915960 

287 

1.0e-25 
74 



50513 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



© 

76 

(Y07636) peptidylprolyl isomerase [Triticum aestivum] 
396329 

72825_1.R1084 
g2312029 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396330 

72829JL.R1084 

g2312033 

BLASTX 

g3157951 

374 

3.0e-35 

144 

71 

(AC002131) Contains similarity to vesicle trafficking 
protein gb_U91538 from Mus musculus. ESTs gb_F15494 and 
gb_F14097 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396331 

72856_1.R1084 

g2312636 

BLASTX 

g300264 

310 

3.0e-28 

128 

37 

(S59747) HSP68=68 kda heat-stress DnaK homolog 
tuber osum-potatoes, Peptide Mitochondrial, 682 
tuberosum] 



[Solanum 
aa] [Solanum 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



396332 

72881JL.R1084 
g2312117 

396333 

72882_1.R1084 
g2312087 

396334 

72887_1.R1084 
g2312865 

396335 

72906JL.R1084 
g2312294 

396336 

72910_1.R1084 

g2312116 

BLASTN 

g5295936 

349 

0.0e+00 
478 



50514 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 

Oryza sativa genomic DNA, chromosome 6, clone : PO 681 F10, 
complete sequence 

396337 

72918_1.R1084 
g4715728 

396338 

72925_1.R1084 

g2312131 

BLASTX 

gl706884 

224 

2.0e-22 

120 

52 

FOLYLPOLYGLUTAMATE SYNTHASE, MITOCHONDRIAL PRECURSOR 
( FOLYL POLY- GAMMA- GLUT AMATE SYNTHETASE) (FPGS) 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396339 

72934JL.R1084 
g2312168 

396340 

72936_1.R1084 
g2312142 

396341 

72942JL.R1084 

g2312148 

BLASTX 

g5902395 

257 

1.0e-39 

142 

55 

(AC008148) Hypothetical protein [Arabidopsis thaliana] 
396342 

72 95 6_1. RIO 8 4 
g3760373 

396343 

72978_1.R1084 

g3768036 

BLASTX 

g4646218 

314 

6.0e-49 

131 

79 

(AC007290) putative GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



396344 

72990 1.R1084 



50515 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5004318 
BLASTX 
g4263048 
283 

4.0e-25 

71 

73 

(AC005142) 



putative hydrolase [Arabidopsis thaliana] 



396345 

72996JL.R1084 
g2312203 

396346 

72997JL.R1084 

g2312204 

BLASTX 

g4584548 

557 

2.0e-57 

138 

78 

(AL049608) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



396347 

73053_1.R1084 
g3061124 

396348 

73072JL.R1084 
g2312279 

396349 

73092_1.R1084 
g2312315 

396350 

73134JL.R1084 
g2312341 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396351 

73143_1.R1084 

g2312350 

BLASTX 

g4775576 

401 

5.0e-39 

87 

87 

(AJ238785) MUSI protein [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



396352 

73146_1.R1084 

g2312353 

BLASTX 

g2952433 

189 



50516 



© 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-21 

107 

59 

(AF051135) putative ubiquitin activating enzyme El 
[Arabidopsis thaliana] 



396353 

73153_1.R1084 

g2312360 

BLASTX 

g3540181 

276 

2.0e-31 

137 

64 

(AC004122) Unknown protein 



[Arabidopsis thaliana] 



396354 

73179JL.R1084 
g5667157 

396355 

73211JL.R1084 

g2312419 

BLASTX 

g6017114 

189 

2.0e-21 

125 

56 

(AC009895) unknown protein [Arabidopsis thaliana] 
396356 

73225JL.R1084 

g2312433 

BLASTX 

gl!8719 

389 

2.0e-37 

212 

40 

DNAJ PROTEIN >gi_72228_pir HHECDJ heat shock protein dnaJ 

- Escherichia coli >gi_1457 69 (M12565) heat shock protein 
dnaJ [Escherichia coli] >gi_216441_dbj_BAA01292_ (D10483) 
DnaJ [Escherichia coli] >gi_1786197 (AE000112) chaperone 
with DnaK; heat shock protein [Escherichia coli] 

396357 

73236_1.R1084 

g2312444 

BLASTX 

gll3595 

464 

1.0e-46 

103 

89 

ALDOSE REDUCTASE (AR) (ALDEHYDE REDUCTASE) 



50517 



o • 

>gi_100562_pir S15024 aldose reductase-related protein - 

barley >gi_18891_eirib_CAA40747_ (X57526) aldose 
reductase-related protein [Hordeum vulgare] 
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Seq. No. 


396360 




Contig ID 


73288 1.R1084 
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NCBI GI 


g2842493 




BLAST score 


183 




E value 






L la L Oil ICH^ UU 








Rft 




rJ^Di Description 


(AL021749) predicted protein [Arabidopsis thaliana] 
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oeq. no. 


OZ70OOX 


fat 


contig xu 
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Seq. No. 


396362 




Contig ID 


73301_1.R1084 






rrAll R799 
g^t i ID f 






rJliriD 1 A 


CI 


NCBI GI 


g2465525 




BLAST score 


182 




E value 


X • Uc Or± 
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99fi 


fas;;. 


% identity 


42 
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NCBI Description 


(U97124) ClpB/HSPlOO [Synechococcus PCC7942] 
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Seq. No. 


396365 




Contig ID 


73337 1.R1084 




5 '-most EST 


g2312547 




Method 


BLASTX 




NCBI GI 


g3831443 




BLAST score 


156 




E value 


5.0e-10 




Match length 


42 




% identity 


69 




NCBI Description 


(AC005819) putative auxin- regulated protein [Arabidopsis 



thaliana] 



50518 



Seq, No. 


396366 


Contig ID 


73375 1.R1084 


*J ILLVJoL. JjO X 


^004339 
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oeq. ln u . 






/ J -J O J- « £\-L UU^J 


*J ILL WO L. JLiO X 


aP^l 2603 


Method 


BLASTX 


NCBI GI 


g2443329 


DiiriiJ 1 OOvJXC 
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fn86122^ Mpi2 
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BLASTX 


NCBI GI 


g4220445 


BLAST score 


216 , 


E value 


3.0e-17 


Match length 


142 


% identity 


4 


NCBI Description 


(AC006216) Si: 



,ar to gi_3004555 F19F24.14 salt inducible 
protein homolog from Arabidopsis thaliana BAC gb_AC003673« 
[Arabidopsis thaliana] 



Seq. No. 


396370 


Contig ID 


73404 1.R1084 


5 '-most EST 


g2312614 


Seq. No. 


396371 


Contig ID 


73413 1.R1084 


5' -most EST 


g2312761 


Method 


BLASTX 


NCBI GI 


g4972045 


BLAST score 


157 


E value 


2.0e-10 


Match length 


66 


% identity 


52 


NCBI Description 


(AL078470) putat. 


Seq. No. 


396372 


Contig ID 


73416 1.R1084 


5 '-most EST 


g2442711 


Method 


. BLASTX 


NCBI GI 


g3548803 


BLAST score 


398 


E value 


1.0e-38 


Match length 


141 


% identity 


59 



50519 



o 



NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig- ID 
5' -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005313) putative DNA-binding protein [Arabidopsis 
thaliana] >gi_4335770_gb_AAD17447_ (AC006284) putative 
SMUBP-2 [mouse] DNA-binding protein [Arabidopsis thaliana] 

396373 

73419_1.R1084 
g2312629 

396374 

73436_1.R1084 
g2312648 

396375 

73514_1.R1084 

g5003834 

BLASTX 

g4959710 

170 

5.0e-12 

88 

45 

(AF135596) Skpl [Medicago sativa] 
396376 

73528JL.R1084 
g2312743 

396377 

73531_1.R1084 

g3763475 

BLASTX 

g3318615 

253 

1.0e-24 

118 

39 

(ABO 160 65) mitochondrial 
sativa] 



phosphate transporter [Oryza 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



396378 

73533_1.R1084 

g4716186 

BLASTX 

g688423 

208 

5.0e-17 

82 
54 

(D26453) tumor-related protein [Nicotiana glauca X 
Nicotiana langsdorff ii] 

396379 

73561_1.R1084 
g4879039 

396380 

73566 1.R1084 



50520 



o 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2312781 
BLASTX 
g2459417 
191 

2.0e-14 

48 

77 

(AC002332) 



putative pre-mRNA splicing factor PRP19 



[Arabidopsis thaliana]" 
396381 

73577J..R1084 
g2312792 

396382 

73599J..R1084 

g2312815 

BLASTN 

gl066160 

43 

1.0e-14 

96 
94 

Wheat gene for protein H2B153, complete cds 
396383 

736Q9JL.R1084 

g3762083 

BLASTX 

g5262788 

393 

9.0e-38 

105 

62 

(AL080282) translation initiation factor eIF3-like protein 
[Arabidopsis thaliana] 

396384 

73612JL.R1084 
g2312829 

396385 

73639_1.R1084 
g2801145 

396386 

73656_1.R1084 

g5851012 

BLASTN 

g6063530 

283 

1.0e-158 

452 

100 

Oryza sativa genomic DNA, chromosome 3, clone : P0043E01 



Seq. No. 



396387 
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Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



73664_1.R1084 
g6024987 

396388 

73671JL.R1084 
g2312889 



Seq. No. 

Contig ID 

V-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396389 

73693_1.R1084 

g2312912 

BLASTX 

g2494140 

354 

3.0e-33 

135 

51 

(AC003002) R29515_l [Homo sapiens] >gi_3068727 
unknown [Homo sapiens] >gi_5734091_gb_AAD4 9845 . 
(AF157065) sedlin [Homo sapiens] 



396390 

73703JL.R1084 

g2797368 

BLASTX 

g3080390 

587 

2.0e-60 

164 

67 

(AL022603) putative protein 



(AF058918) 
1 AF157065 1 



[Arabidopsis thaliana] 



396391 

73761_1.R1084 

g2312981 

BLASTX 

g549732 

227 

2.0e-18 

90 

43 

HYPOTHETICAL 16.2 KD PROTEIN IN PIR3-APE2 INTERGENIC REGION 

>gi_481110_j>ir S37791 hypothetical protein YKL160w - yeast 

(Saccharomyces cerevisiae) >gi_407488_emb_CAA81494_ 
(Z26877) unknown [Saccharomyces cerevisiae] 
>gi_486279_emb_CAA82002_ (Z28160) ORF YKL160w 

[Saccharomyces cerevisiae] >gi_1582545_prf 2118404F ORF 

[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



396392 

73766_JL.R1084 

g2312986 

BLASTX 

g3269289 

262 

1.0e-22 

87 

64 
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NCBI Description (AL030978) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396393 

73769_1.R1084 

g5005276 

BLASTX 

g3080400 

147 

3.0e-09 

38 

71 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_44 55264_emb__CAB36800.1_ (AL035527) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396394 

73779JL.R1084 
g3760232 
BLASTX - 
g5669654 
149 

5.0e-09 

54 

50 

(AF096262) ER6 protein [Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5" -most EST 



396395 

73801_1.R1084 
g3763675 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



396396 

73832_1.R1084 
g2427217 

396397 

73837J..R1084 
g3761190 

396398 

73910_1.R1084 
g2428625 

396399 

73914_1.R1084 
g3768269 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396400 

73918JL.R1084 

g3761235 

BLASTN 

g2280503 

63 

2.0e-26 

75 

96 

Arabidopsis thaliana tRNA-Asp gene 



50523 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



396401 

73928JL.R1084 

g5038624 

BLASTX 

g4580523 

162 

1.0e-24 

122 
56 

(AF036305) scarecrow-like 8 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5" -most EST 



396402 

73943JL.R1084 
g2427332 

396403 

73956_1.R1084 
g2427348 

396404 

73983_1.R1084 
g2428910 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396405 

74030_1.R1084 

g2429062 

BLASTX 

g6006895 

197 

1.0e-18 

68 
68 

(AC008153) hypothetical protein [Arabidopsis thaliana] 
396406 

74G37JL.R1084 

g2428214 

BLASTX 

gl353193 

220 

2.0e-19 

118 

53 

O-METHYLTRANSFERASE ZRP4 (OMT) >gi__54218 6__pir JQ2268 

O-methyltransf erase (EC 2.1.1.-) - maize >gi_404070 
(L14063) O-methyltransferase [Zea mays] 



Seq. No. , 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396407 

74047JL.R1084 

g5455391 

BLASTX 

g3033375 

262 

2.0e-22 

82 
59 

(AC004238) putative berberine bridge enzyme [Arabidopsis 



50524 



o 

thaliana] 



Seq. No. 
Contig ID 
5" -most EST 



396408 

74074J..R1084 
g4879663 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396409 

74081_1.R1084 

g2442821 

BLASTX 

g3289002 

470 

1.0e-53 

124 

16 

(AF073522) CRP1 [Zea mays] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq/ No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396410 

74085_1.R1084 
g3107645 
BLASTX ~ 
gl054843 
345 

3.0e-42 

107 

78 

(X92847) D12 oleate 



desaturase [Solanum commersonii] 



396411 

74110_1.R1084 

g4968828 

BLASTN 

g5922603 

323 

0.0e+00 

368 

62 

Oryza sativa genomic DNA, chromosome 1, clone: P0705D01 
396412 

74117JL.R1084 

g2427527 

BLASTX 

g4204258 

543 

4.0e-61 

213 
57 

(AC005223) 14409 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 



396413 

74149JL.R1084 

g3061192 

BLASTX 

g3641838 

268 

2.0e-29 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
.5. '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI , Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



101 
62 

(AL023094) putative protein (fragment) [Arabidopsis 
thaliana] 

396414 

74204JL.R1084 

g2427602 

BLASTX 

g2760323 

545 

5.0e-59 

196 

66 

(AC002130) F1N21.8 [Arabidopsis thaliana] 
396415 

74211_1.R1084 
g2427609 

396416 

74226JL.R1084 
g2428395 

396417 

74236_1.R1084 
g2427999 

396418 

74241_1.R1084 

g2427639 

BLASTX 

g4895170 

581 

4.0e-60 

137 

85 

(AC007662) putative plasma membrane ATPase [Arabidopsis 
thaliana] 

396419 

74245J..R1084 

g5003677 

BLASTX 

g3298441 

337 

5.0e-33 

130 

53 

(AB010879) chloroplast ribosomal protein L10 [Nicotiana 
tabacum] 

396420 

74261_1.R1084 
g2427659 
BLASTX 
g2244888 
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BLAST score 201 

E value 2.0e-15 

Match length 92 

% identity 40 

NCBI Description (Z97338) cytochrome P450 like protein [Arabidopsis 
thaliana] 

Seq. No. 396421 

Contig ID 74328_1 .R1084 

5' -most EST g2442718 

Method BLASTX 

NCBI GI g4220481 

BLAST score 204 

E value 9.0e-16 

Match length 88 

% identity 51 

NCBI Description (AC006069) unknown protein [Arabidopsis thaliana] 




Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396422 

74345_1.R1084 

g4715225 

BLASTX 

g4895190 

304 

3.0e-27 

98 

60 

(AC007661) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 



396423 

74390_1.R1084 
g5004988 

396424 

74416_1.R1064 
g5004336 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396425 

74480_1.R1084 

g4879505 

BLASTX 

g5052007 

1277 

1.0e-141 

344 

65 

(AF155121) apoplastic invertase [Oryza sativa subsp. 
indica] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



396426 

74489_1.R1084 
g2427888 

396427 

74519_1.R1084 
g2427919 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



396428 

74587_1.R1084 

g4880156 

BLASTX 

g3834325 

557 

6.0e-57 

204 

55 

(AC005679) Strong similarity to gb_AF067141 gamma -glutamyl 
hydrolase from Arabidopsis thaliana. ESTs gb__R83955, 
gb_T45062, gb_T22220, gb_AA586207, gb_AI099851 and 
gb_AI00672 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396429 

74617_1.R1084 

g2428017 

BLASTX 

g4033431 

218 

2.0e-17 

86 

56 

PROBABLE PYRUVATE KINASE, CYTOSOLIC ISOZYME (PK) 
>gi_2982467_emb_CAA18231.1_ (AL022223) pyruvate kinase like 
protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



396430 

74626JL.R1084 
g2442645 



Seq. No. 
Contig ID 
5 '-most EST 



396431 

74641JL.R1084 
g5005050 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396432 

74696JL.R1084 
g2428097 
BLASTX 
g2196878 " 
575 

2.0e-59 

138 

82 

(Y08292) NADH glutamate dehydrogenase [Nicotiana 
plumbaginif olia] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396433 

74733JL.R1084 

g2800682 

BLASTX 

g3786009 

347 

4.0e-45 

172 
62 

(AC005499) unknown protein [Arabidopsis thaliana] 
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0 



Seq. No. 


396434 


Contig ID 


74741 1.R1084 


5' -most EST 


g2428143 


Method 


BLASTX 


NCBI GI 


g6091729 


BLAST score 


455 


E value 


8.0e-47 


Match length 


141 


% identity 


68 


NCBI Description 


(AC010797) unknown protein [Arabidopsis thaliana] 


Seq. No. 


396435 


Contig ID 


14144 1.R1084 


5 '-most EST 


g2428146 


Method 


BLASTX 


NCBI GI 


g4538929 


BLAST score 


228 


E value 


1.0e-18 


Match length 


55 


% identity 


71 


NCBI D^^rrioi"! on 

Li J— ' ±*S \^ i^? \_> J_ ^ J>V11 


fAT t Q494fi31 Dntat"! vp mirl pi f api H hi rsHi nn nfntpi n 




[Arabidopsis thaliana] 


Qpa No 

kJ ^ \J . 1>I \J • 


396436 


Contig ID 


74873 1 R1084 


5 '-most EST 


g4715341 


Method 


BLASTX 


NCBI GI 


g3953475 


BLAST score 


242 


F. va 1 np 


3. Oe-20 


Match length 


99 


^ "i Hf^irh 1 1"\7 


48 


NCBI Descrintion 




Seer No 




Contig ID 


74877 1.R1084 


5 '-most EST 


a2428279 


Method 


BLASTX 


NCBI GI 


gl710151 


BLAST score 


287 


E value 


1 Oe-25 


Match length 


69 


% identity 


74 


NPRT Df ic ?r , T*i n1~ i on 

i-l V-f U -L. 1— / O V_, JU J_ V." L» -1. <-/il 




Sea No 


396438 


Contia ID 


74949 1 R1084 


5 1 -most EST 


a2428352 






Contig ID 


74951 1.R1084 


5 '-most EST 


g2428354 


Method 


BLASTX 


NCBI GI 


g4586049 


BLAST score 


233 


E value 


5.0e-26 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

121 
51 

(AC007020) hypothetical protein [Arabidopsis thaliana] 
396440 

74967J..R1084 

g3107570 

396441 

74975JL.R1084 

g6012827 

BLASTX 

g6069648 

323 

1.0e-29 

168 
40 

(AP000616) ESTs 

AU078644 (E0685) ,C72841 (E2351) , AU078645 (E0685) , 
AU030746 (E60179) correspond to a region of the predicted 
gene.; similar to Arabidopsis thaliana BAC F1104; similar 
to Medicago truncatula MtN21 (AF096370) [Oryza 



Seq. No. 


396442 


Contig ID 


74998 1.R1084 


5' -most EST 


g2428401 


Method 


BLASTX 


NCBI GI 


g5051771 


BLAST score 


170 


E value 


6.0e-12 


Match length 


82 


% identity 


46 


NCBI Description 


(AL078637) putative ] 


Seq. No. 


396443 


Contig ID 


75000 1.R1084 


5 '-most EST 


g4715686 


Seq. No. 


396444 


Contig ID 


75035 1.R1084 


5 '-most EST 


g2428704 


Seq. No. 


396445 


Contig ID 


75091 1.R1084 


5 '-most EST 


g2428607 


Method 


BLASTX 


NCBI GI 


g2145358 


BLAST score 


144 


E value 


9.0e-09 


Match length 


29 


% identity 


90 


NCBI Description 


(Y10922) HD-Zip prot< 


Seq. No. 


396446 


Contig ID 


75106 1.R1084 


5 '-most EST 


g2428509 
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o 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



396447 

75163JL.R1084 
g2428566 

396448 

75192_1.R1084 
g5667641 

396449 

75223_1.R1084 

g3763797 

BLASTX 

g4455363 

174 

2.0e-12 

93 

44 

(AL035524) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 

. 396450 
75245JL.R1084 
g2428650 
BLASTX 
g2723496 
141 

7.0e-18 

179 

34 

(AB009972) beta-1, 4-xylosidase [Aspergillus oryzae] 
396451 

75249_1.R1084 
g2428654 

396452 

-75279_1.R1084 

g2428684 

BLASTX 

g3386604 

230 

9.0e-19 

65 
65 

(AC004665) putative protein kinase [Arabidopsis thaliana] 
396453 

75345_1.R1084 
g2428750 

396454 

75350JL.R1084 
g2442857 

396455 

75374_1.R1084 
g2442836 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



396456 

75391JL.R1084 
g2428796 

396457 

75411J..R1084 

g4880566 

BLASTX 

g2245125 

153 

6.0e-10 

39 

74 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
396458 

75429JL.R1084 
g2428835 

396459 

75483_1.R1084 
g5003052 

396460 

75483_2.R1084 

g2428890 

BLASTX 

g2462781 

681 

1.0e-71 

159 

74 

(U73175) carbamoyl phosphate synthetase small subunit 
[Arabidopsis thaliana] 

396461 

75501JL.R1084 
g2442842 

396462 

75505_1.R1084 

g4716022 

BLASTX 

gl652649 

181 

1.0e-19 

140 
43 

(D90907) hypothetical protein [Synechocystis sp.] 
396463 

75505_2.R1084 

g4714855 

BLASTX 

gl652649 

226 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



2.0e-22 

96 

59 

(D90907) hypothetical protein [Synechocystis sp.] 
396464 

75558_1.R1084 

g2428966 

BLASTX 

g3421413 

657 

5.0e-69 

143 

85 

(AF081922) protein phosphatase 2A 55 kDa B regulatory 
subunit [Oryza sativa] >gi_3421415 (AF081923) protein 
phosphatase 2A 55 kDa B regulatory subunit [Oryza sativa] 

396465 

75582_1.R1084 
g2428991 

396466 

75583_1.R1084 
g4880359 

396467 

75591JL.R1084 

g2429004 

BLASTX 

g3318615 

415 

6.0e-45 

101 

92 

(AB016065) mitochondrial phosphate transporter [Oryza 
sativa] 

396468 

75625J..R1084 

g2442517 

BLASTX 

gl346388 

167 

8.0e-12 

40 

78 

HOMEOBOX PROTEIN KNOTTED-1 LIKE 4 (KNAT4) 

>gi_1045044_emb_CAA63131_ (X92393) KNAT4 homeobox protein 
[Arabidopsis thaliana] 

396469 

75638JL.R1084 
g5004104 

396470 

75655 1.R1084 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



g3761856 
BLASTN 
g559342 
114 

4.0e-57 

155 

96 

Human TBXAS1 gene for thromboxane synthase, 



exon 



396471 

75656J..R1084 

g2431505 

BLASTX 

gl076758 

334 

9.0e-31 

114 

57 

heat-shock protein precursor - rye >gi_2130093_pir S65776 

heat-shock protein, 82K, precursor - rye 
>gi_556673_emb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 

396472 

75662_1.R1084 
g4879908 

396473 

75699_1.R1084 

g2431151 

BLASTX 

gl781042 

221 

1.0e-30 

133 

49 

(Y10373) chitinase [Medicago truncatula] 
396474 

75725JL.R1084 
g3107229 

396475 

75727__1.R1084 

g2801247 

BLASTX 

g!431629 

150 

1.0e-09 

46 

52 

(X99348) pectinacetylesterase precursor 
396476 

75752J..R1084 
g2431205 



[Vigna radiata] 



50534 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396477 

75757_1.R1084 
g2431211 

396478 

75760JL.R1084 
g2431213 

396479 

75773_1.R1084 
g4879482 

396480 

75776_1.R1084 

g2431230 

BLASTX 

g4503719 

270 

1.0e-23 

115 

47 

fragile histidine triad gene 

>gi_17 0 67 94_sp_P4 978 9_FHIT_HUMAN 

BIS (5 1 -ADENOSYL) -TRIPHOSPHATASE (DIADENOSINE 

5 f , 5 1 ' '-PI, P3 -TRIPHOSPHATE HYDROLASE) 

( DINUCLEOSIDETRI PHOSPHATASE ) (AP3A HYDROLASE) (AP3AASE) 
(FRAGILE HISTIDINE TRIAD PROTEIN) >gi_3114520_pdb_4FIT_ 
Fhit-Apo >gi_3114524_pdb_6FIT_ Fhit-Transition State 
Analog >gi_3318895jpdb_lFHI__ Substrate Analog <Ib2) 
Complex With The Fragile Histidine Triad Protein, Fhit 
>gi_1203836 (U46922) member of the histidine triad (HIT) 
gene family; similar to the S. pombe diadenosine 
5 f , 5' 1 T -Pl,P4-tetraphosphate asymmetrical hydrolase [Homo 
sapiens] >gi_1945066 (U76272) diadenosine triphosphate 
(Ap3A) hydrolase [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396481 

75825JL.R1084 

g3760903 

BLASTX 

g4454464 

711 

4.0e-75 

172 

76 

(AC006234) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



396482 

75830_1.R1084 
g2431285 

396483 

75834JL.R1084 

g3763693 

BLASTX 

g5816992 

221 



50535 



o 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



9.0e-18 

60 

62 

(AL110123) putative protein [Arabidopsis thaliana] 
396484 

75839_1.R1084 

g2431294 

BLASTX 

g6016691 

375 

1.0e-35 

194 

38 

(AC009991) 'unknown protein [Arabidopsis thaliana] 



396485 

.75848_1.R1084 
g2431303 

396486 

75856_1.R1084 
g3762264 

396487 

75862JL.R1084 

g2431319 

BLASTX 

gl66949 

184 

1.0e-38 

295 

35 

(M32885) cytochrome P- 
americana] 

396488 

75875_1.R1084 
g4878548 



450LXXIA1 (cyp71Al) [Persea 



396489 

75877_1.R1084 

g4880001 

BLASTX 

g2501555 

1014 

1.0e-114 

235 

88 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi_54 9984 (U13148) 
possible apospory-associated protein [Pennisetum ciliare] 

396490 

75888_1.R1084 
g3762459 
BLASTX 
g5882749 
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BLAST score 252 
E value 2.0e-21 
Match length 116 
% identity 54 

NCBI Description (AC008263) Contains 2 PF_00612 IQ calmodulin-binding motif 
domains. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



396491 

75895JL.R1084 
g2431352 

396492 

75901JL.R1084 
g2431358 

396493 

75916_1.R1084 
g2431373 



Seq. No. 


396494 


Contig ID 


75918 1.R1084 


5 '-most EST 


g3061266 


Method 


BLASTX 


NCBI GI 


g4406782 


BLAST score 


166- 


E value 


4.0e-ll 


Match length 


83 


% identity 


47 


NCBI Description 


(AC006532) hy 


Seq. No. 


396495 


Contig ID 


75921 1.R1084 


5' -most EST 


g2442371 


Method 


BLASTN 


NCBI GI 


g5852170 


BLAST score 


345 


E value 


0.0e+00 


Match length 


378 


% identity 


98 


NCBI Description 


Oryza sativa 



clone:t!7804 



genomic DNA, chromosome 4, BAC 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



396496 

75933JL.R1084 
g3762727 

396497 

75950_1.R1084 
g2431407 

396498 

75977JL.R1084 

g3768317 

BLASTN 

g5042437 

39 

2.0e-12 
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Match length 


70 


% identity 


60 


NCBI Description 


Oryza sativa BAC T4 9B20 genomic sequence, complete sequence 


Seq. No. 


396499 


Contig ID 


76003 1.R1084 


5 1 -most EST 


g3 7 62368 


Seq. No. 


396500 


Contig ID 


76005 1.R1084 


5' -most EST 


g2431463 


Method 


BLASTX 


NCBI GI 


g2746086 


BLAST score 


141 


E value 


1.0e-08 


Match length 


60 


% identity 


50 


NCBI Description 


(AF025292) putative high-affinity potassium transporter 




[Hordeum vulgare] 


Seq. No. 


396501 


Contig ID 


76016 1.R1084 


5 T — most EST 


a3762266 


Sea No 


396502 

\J -J \J 


Contia ID 


76027 1 R1084 


5 1 -most EST 


g2431502 


Method 


BLASTX 


NCBI GI 


g4432839 


BLAST score 


217 


E value 


1. 0e-17 


Match length 


46 


% identity 


43 


NCBI Description 


( Af 0 n fi^fi*^^ nn Vnoi/rn o "i n f Zi t a i Hnn o -5 o ■HVia 1 i anal 
\nUvUUt.OJj UllAliUWll ^JLULCXIl a.JJ-L\-HJ^Jo J. o UXldXXctxld J 


Sea. No 


396503 


Contia ID 


76034 1 R1084 


5' -most EST 


g2431?94 


Method 


BLASTX 


NCBI GI 


g4512674 


BLAST score 


136 


E value 


3.0e-14 


Match length 


75 


% identity 


56 


NCBI Description 


(AC006931) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


396504 


Contig ID 


76043 1.R1084 


5' -most EST 


g3762384 


Seq. No. 


396505 


Contig ID 


76061 1.R1084 


5 '-most EST 


g2431524 


Seq. No. 


396506 


Contig ID 


76069 1.R1084 


5' -most EST 


g3762490 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g3548801 

266 

1.0e-29 

184 

39 

(AC005313) putative transmembrane protein [Arabidopsis 
thaliana] >gi_4335768_gb_AAD17 4 45_ (AC006284) putative 
integral membrane protein [Arabidopsis thaliana] 

396507 

76071JL.R1084 
g2442184 



396508 

76077_1.R1084 

g3762508 

BLASTN 

g5257255 

273 

1.0e-152 

544 

86 

Oryza sativa genomic 



DNA, chromosome 8, clone : P0026F07 



396509 

76078J..R1084 
g4878793 

396510 

76082JL.R1084 

g2442196 

BLASTX 

g2842486 

277 

1.0e-27 

123 

56 

(AL021749) putative protein [Arabidopsis thaliana] 
3965li 

76087_1.R1084 
g2442201 

396512 

76114_1.R1084 
g2442230 

396513 

76119_1.R1084 
g2442235 

396514 

76122_1.R1084 
g2442238 



Seq. No. 



396515 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76129JL.R1084 

g5003964 

BLASTX 

gl352681 

313 

2.0e-28 

95 

78 

PROTEIN PHOSPHATASE 2C (PP2C) >gi_1076391_pir S55457 

phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsis 
thaliana >gi_633028_dbj_BAA07287_ (D38109) protein 
phosphatase 2C [Arabidopsis thaliana] 

>gi_6006880_gb__AAF00655.1_AC008153_7 (AC008153) protein 
phosphatase 2C (PP2C) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396516 

76141_1.R1084 
g2442402 

396517 

76147_1.R1084 

g2442264 

BLASTX 

g5734637 

363 

4.0e-64 

184 

74 

(AP000391) ESTs AU029348 (E30206) , C74035 (E30206) correspond 
to a region of the predicted gene.; Similar to lipase 
(U38916) [Oryza sativa] 

396518 

76173JL.R1084 

g3762644 

BLASTX 

gl729980 

111 

3.0e-12 

56 

58 

THAUMAT IN-LIKE PROTEIN PRECURSOR >gi_2129751_pir S71175 

thaumatin-like protein - Arabidopsis thaliana >gi_536825 
(L34693) thaumatin-like protein [Arabidopsis thaliana] 

>gi_1094863_prf 2106421A thaumatin-like protein 

[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



396519 

76178_1.R1084 
g4880078 

396520 

76182_1.R1084 

g3767355 

BLASTX 

g2117615 

165 



50540 



E value 
Match length 
% identity 
NCBI Description 



5.0e-ll 

30 
93 

catalase - Campylobacter jejuni >gi_2120538_pir S71937 

catalase - Campylobacter jejuni >gi_984737_emb__CAA59444_ 
(X85130) catalase [Campylobacter jejuni] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396521 

76194_1.R1084 
g2442316 1 

396522 

76195_1.R1084 

g3763264 

BLASTX 

gl29350 

229 

1.0e-18 

75 

56 

PROBABLE PROTEASE INHIBITOR P322 PRECURSOR 

>gi__82278_pir S05594 pseudothionin Stl - potato (strain 

cv. Bintje) >gi_21394_emb_CAA31577_ (X13180) put. 
preprotein (AA -27 to 47) [Solanum tuberosum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396523 

76224_1.R1084 
g2799685 

396524 

76231_1.R1084 
g2442353 

396525 

76282__1.R1084 

g3762853 

BLASTX 

g4262149 

186 

7.0e-17 

63 

59 

(AC005275) putative xyloglucan endotransglycosylase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



396526 

76287_1.R1084 
g2442448 

396527 

76290_1.R1084 

g2442413 

BLASTX 

g6091733 

226 

2.0e-18 
57 
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II 



% identity 74 

NCBI Description (AC0107 97) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396528 

76317_1.R1084 

g3769207 
BLASTX 
g5281050 
194 

1.0e-14 

60 
67 

(AL080318) putative protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



396529 

76331JL.R1084 
g2442455 

396530 

76351_1.R1084 
g4969346 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396531 

76386JL.R1084 

g5004465 

BLASTX 

g4263528 

147 

6.0e-09 

59 

58 

(AC004044) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 



396532 

76412JL.R1084 
g2442537 

396533 

76428JL.R1084 
g2442809 

396534 

76460_1.R1084 
g2442586 

396535 

76494JL.R1084 
g2442625 

396536 

76520_1.R1084 

g2442652 

BLASTX 

gll71866 

145 

4.0e-09 
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Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



29 
93 

NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_629601_pir S48826 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) chain PSST - wild 
cabbage >gi_562282_emb_CAA57725_ (X82274) PSST subunit of 
NADH: ubiquinone oxidoreductase [Brassica oleracea] 



396537 

76522_1.R1084 

g2443064 

BLASTX 

g461033 

129 

2.0e-14 

120 
36 

(S68015) c6.1A [human, Peptide, 



324 aa] [Homo sapiens] 



396538 

76525_1.R1084 

g4714833 

BLASTX 

g5803272 

297 

4.0e-32 

119 

64 

(AP000399) ESTs AU055950 (S20175) , C73125 (E2952 ) , 
AU055951 (S20175) correspond to a region of the predicted 
gene; similar to acyl-ACP thioesterase (U92878) [Oryza 
sativa] 

396539 

76542_1.R1084 
g2442675 

396540 

76616_1.R1084 

g2442751 

BLASTX 

g2462756 

146 

5.0e-09 

100 

41 

(AC002292) putative receptor kinase [Arabidopsis thaliana] 
396541 

76618JL.R1084 
g3768?32 

396542 

76626JL.R1084 
g2442761 
BLASTX 
g3150415 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 ■'-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



747 

6.0e-79 

297 

53 

(AC004165) secl3-related protein [Arabidopsis thaliana] 
>gi__3420046 (AC004680) secl3-related protein [Arabidopsis 
thaliana] 



396543 

76629_1.R1084 

g3061237 

BLASTN 

gl815680 

54 

2.0e-21 

124 
85 

Oryza sativa expansin 
396544 

76656JL.R1084 
g2442791 

396545 

76678JL.R1084 
g5004871 

396546 

76691JL.R1084 
g2442826 



(0S-EXP4) mRNA, complete cds 



396547 

76703_1.R1084 

g5004879 

BLASTX 

g5042177 

315 

6.0e-29 

120 
53 

(AL078620) putative protein 
396548 

76713_1.R1084 
g3761748 

396549 

76724_1.R1084 
g5667430 

396550 

76730JL.R1084 

g4880746 

BLASTX 

g3044212 

602 

1.0e-62 



[Arabidopsis thaliana] 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152 
77 

(AF057043) 



acyl-CoA oxidase [Arabidopsis thaliana] 



396551 

76732__1.R1084 

g2442870 

BLASTN 

g5830029 

34 

2.0e-09 

38 

97 

Botrytis cinerea strain T4 cDNA library under conditions of 
nitrogen deprivation 

396552 

76739_1.R1084 

g4969263 

BLASTX 

g!041815 

194 

2.0e-14 

53 
62 

(U16721) lipid transfer protein [Oryza sativa] 
396553 

76740J..R1084 

g2442878 

BLASTX 

g3894172 

315 

8.0e-29 

159 

38 

(AC005312) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 

396554 

76748_1.R1084 
g2442886 

396555 

76783J..R1084 
g5003531 

396556 

76798JLR1084 

g3763308 

BLASTX 

g773414 

187 

1.0e-13 

46 

80 

(U23751) beta galactosidase [Cloning vector pBBRlMCS-2] 
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Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ' -most- EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_833819 (U25059) LacZ alpha peptide [Cloning vector 
pBBRlMCS-3] >gi_833823 (U25060) LacZ alpha peptide [Cloning 
vector pBBRlMCS-4] >gi_833827 (U25061) LacZ alpha peptide 
[Cloning vector pBBRlMCS-5] 

396557 

76820JL.R1084 
g2442959 

396558 

76827JL.R1084 
g4714404 

396559 

76854_1.R1084 

g2442993 

BLASTX 

g3668115 

222 

4.0e-18 

80 

59 

(Y15069) cinnamoyl-CoA reductase [Zea mays] 
396560 

76856JL.R1084 
g4968726 

396561 

76882_1.R1084 

g4714416 

BLASTX 

g2500026 

383 

3.0e-43 

105 

80 

ADENYLOSUCCINATE SYNTHETASE PRECURSOR ( IMP — ASPARTATE 
LIGASE) >gi_1616657 (U49389) adenylosuccinate synthetase 
[Arabidopsis thaliana] >gi_4678286_emb_CAB41194 . 1_ 
(AL049660) adenylosuccinate synthetase [Arabidopsis 
thaliana] 

396562 

76884_1.R1084 
g2443025 

396563 

76924J..R1084 

g2443065 

BLASTX 

g2618688 

538 

1.0e-54 

132 

73 

(AC002510) putative esterase D [Arabidopsis thaliana] 



50546 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396564 

76980_1.R1084 

g3766939 

BLASTX 

g4914430 

143 

8.0e-09 

38 

66 

(AL050351) SEC14-like protein [Arabidopsis thaliana] 
396565 

76990J..R1084 

g5607586 

BLASTX 

g2224933 

156 

6.0e-10 

107 
41 

(AF004216) ethylene-insensitive3 [Arabidopsis thaliana] 
>gi_2224935 (AF004217) ethylene-insensitive3 [Arabidopsis 
thaliana] 



Seq. No. 



'396566 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76997JL.R1084 

g2443138 

BLASTX 

g4587558 

438 

6.0e-43 

184 

46 

(AC006577) Contains similarity to gb_U45880 X-linked 
inhibitor of apotosis protein from Homo sapiens and 
contains PF_00097 Zinc finger C3HC4 (Ring finger) domain. 
[Arabidopsis thaliana] 

396567 

77008_1.R1084 
g3766838 

396568 

77037JL.R1084 

g3767137 

BLASTN 

g6041757 

459 

0.0e+00 

467 

100 

Genomic Sequence For Oryza sativa Clone 10P20, Lemont 
Strain, Complete Sequence, complete sequence 



Seq. No. 
Contig ID 



396569 

77048 1.R1084 



50547 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2443190 
BLASTX 
g3395938 
292 

6.0e-26 

82 
38 

(AF076924) 



polypyrimidine tract-binding protein homolog 



[Arabidopsis thaliana] 
396570 

77050_1.R1084 

g2443192 

BLASTX 

g2130944 

275 

7.0e-34 

123 
59 

(AB004060) sulfate transporter [Arabidopsis thaliana] 
>gi_2262137_gb_AAC78252.1_AAC78252 (AC002330) sulfate 
transporter protein [Arabidopsis thaliana] 



396571 

77066_1.R1084 

g3762477 

BLASTN 

gl724113 

116 

3.0e-58 

318 

85 

Avena fatua Af 10 -protein mRNA, 



complete cds 



396572 

77081_1.R1084 

g2799518 

BLASTX 

g3309082 

216 

2.0e-17 

51 
75 

(AF076251) calcineurin B-like protein 1 [Arabidopsis 
thaliana] 



396573 

77104JL.R1084 

g2796279 

BLASTX 

g2947068 

147 

6.0e-09 

92 

37 

(AC002521) hypothetical protein 



[Arabidopsis thaliana] 



50548 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No.' 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



396574 

77121_1.R1084 
g2796298 

396575 

77139_1.R1084 
g5038551 

396576 

77143_1.R1084 

g3107432 

BLASTX 

g4406372 

433 

5.0e-43 

97 

82 

(AF109156) thiosulfate sulfurtransf erase [Datisca 
glomerata] 

396577 

77158_1.R1084 

g2799229 

BLASTX 

g544400 

341 

9.0e-32 

119 

58 

GLUTELIN TYPE-B 2 PRECURSOR >gi_100676_pir S17763 glutelin 

gluB-2 precursor - rice >gi_20212__emb_CAA38110_ (X54192) 
glutelin [Oryza sativa] 

396578 

77159J..R1084 
g3769224 

396579 

77182_1.R1084 
g3759104 

396580 

77202JL.R1084 

g2796389 

BLASTX 

g3482971 

143 

1.0e-13 

48 

69 

(AL031369) putative protein [Arabidopsis thaliana] 
396581 

77222JL.R1084 
g2799920 



Seq. No. 



396582 



50549 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



77222J3.R1084 

g2800794 

BLASTX 

g4538978 

327 

4.0e-30 

104 

58 

^AL04 9487) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



396583 

77222_4.R1084 
g2800668 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396584 

77236_1.R1084 
g2796423 
BLASTX 
g4584520 
J3.93 
1.0e-14 
71 
62 

(AL049607) enoyl-CoA hydratase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



396585 

77250JL.R1084 
g2796441 



Seq. No. 
Contig ID 
5' -most EST 



396586 

77252JL.R1084 
g2799514 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396587 

77255_1.R1084 

g2798954 

BLASTX 

g3075394 

362 

6.0e-35 

78 

82 

(AC004484 
thaliana] 



putative beta-ketoacyl-CoA synthase 
>gi_355 98 09_emb_CAA0 9311 (A JO 10713) 



[Arabidopsis 
f iddlehead 



protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



396588 

77256JL.R1084 
g3762126 



Seq. No. 
Contig ID 
5' -most EST 



396589 

77266_1.R1084 
g3761974 



Seq. No. 
Contig ID 



396590 

77275 1.R1084 



50550 



5' -most EST 



g27964 62 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396591 

77280JL.R1084 

g2799348 

BLASTN 

g5689237 

66 

7.0e-29 

129 

88 

Zea mays ZmHP2 mRNA for histidine-containing 
phosphotransfer protein, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



396592 

77293_1.R1084 
g5005127 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ^ 

NCBI Description 



396593 

77294_1.R1084 

g2797246 

BLASTX 

g2119013 

296 

3.0e-27 

76 

78 

histone H3.2 protein - shrew mouse >gi_515005_emb_CAA56575 
(X80327) histone H3.2 protein [Mus pahari] 



Seq. No. 
Contig ID 
5 '-most EST 



396594 

77336JL.R1084 
g2796528 



Seq. No. 

Contig ID 

5 , -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396595 

77385JL.R1084 

g4715948 

BLASTX 

g2131347 

163 

8.0e-ll 

80 

50 

hypothetical protein YDL153c - yeast ( Saccharomy ces 
cerevisiae) >gi_1431240_emb_CAA98726_ (Z74201) ORF YDL153c 
[Saccharomyces cerevisiae] >gi_1480820 (U63063) something 
about silencing 10 [Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



396596 

77398_1.R1084 

g2799346 

BLASTX 

g225174 

444 

3.0e-85 

255 

60 



50551 



o 



NCBI Description glutelin precursor [Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396597 

77398_2.R1084 

g2798422 

BLASTX 

g2764800 

284 

8.0e-31 

103 

67 

(X76738) 12s globulin [Avena sativa] 
396598 

77434_1.R1084 
g2797628 

396599 

77469JL.R1084 
g2797974 

396600 

77510__1.R1084 
g2797476 

396601 

77525_1.R1084 
g2796728 

396602 

77568_1.R1084 

g5038797 

BLASTX 

g3142294 

656 

1.0e-68 

138 
93 

(AC002411) Strong similarity to initiation factor eIF-2, 
gb_U37354 from S. pombe. ESTs gb_T41979, gb_N37284 and 
gb_N37529 come from this gene. [Arabidopsis thaliana] 

396603 

77578JL.R1084 
g2796784 

396604 

77580_1.R1084 

g2796786 

BLASTN 

g940048 

34 

1.0e-09 

38 
97 

Phaseolus vulgaris clone XZT-205 mRNA, partial cds 



50552 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396605 

77634_1.R1084 

g3767673 

BLASTX 

g2760543 

291 

6.0e-26 
69 

77 - 

(Z97060) L-galactono-1, 4-lactone dehydrogenase 
oleracea] 



[Brassica 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



396606 

77644_1.R1084 
g2798093 

396607 

77653JL.R1084 
g2797390 

396608 

77685_1.R1084 
g2796899 

396609 

77712J..R1084 
g2797854 

396610 

77744_1.R1084 
g2796973 



Seq. No. 396611 

Contig ID 77747__1 .R1084 

5 '-most EST g27 96970 

Seq. No. 396612 

Contig ID 77784_1 .R1084 

5 '-most EST g5038959 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396613 

77788_1.R1084 

g2800747 

BLASTN 

g313764 

54 

3.0e-21 

62 

97 

C. longicaudatus mRNA for cyclin B 



Seq. No. 
Contig ID 
5' -most EST 



396614 

77798_1.R1084 
g2797023 



Seq. No. 396615 
Contig ID 77828 1.R1084 



50553 



5" -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2801227 
396616 

77843_1.R1084 
g3760873 

396617 

77858JL.R1084 
g2797084 

396618 

77880_1.R1084 
g4714723 

396619 

77883_1.R1084 

g3760835 

BLASTX 

g282994 

224 

5.0e-18 

122 

39 

Sipl protein - barley >gi_167100 
protein [Hordeum vulgare] 



(M77475) seed imbibition 



Seq. No. 
Contig ID 



396620 

77918JL.R1084 

g2797415 

BLASTX 

g3980264 

352 

1.0e-33 

71 

96 

(AJ011383) 20S proteasome beta subunit [Cicer arietinum] 
396621 

77937_1.R1084 
g2797167 

396622 

77938_1.R1084 

g2798192 

BLASTX 

gl!68940 

520 

7.0e-53 

155 

63 

CHORISMATE MUTASE PRECURSOR (CM-1) >gi_629509__pir S38958 

chorismate mutase precursor - Arabidopsis thaliana 
>gi_429153_emb_CAA81286_ (Z26519) chorismate mutase 
precursor [Arabidopsis thaliana] 

396623 

77975 1.R1084 



50554 



5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2797206 
396624 

77977JL.R1084 

g3763776 

BLASTN 

g2149018 

470 

0.0e+00 

638 

97 

Oryza sativa putative ADP-glucose pyrophosphorylase subunit 
SH2 and putative NADPH-dependent reductase Al genes, 
complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396625 

77979_1.R1084 

g2797211 

BLASTX 

g2244876 

187 

2.0e-24 

89 

64 

(Z97338) hypothetical protein [Arabidopsis thaliana] 
396626 

78009_1.R1084 

g3763794 

BLASTX 

g4732123 

285 

1.0e-25 

118 
57 

(AF129087) mitogen-activated protein kinase homologue 
[Medicago sativa] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



396627 

78046_1.R1084 
g2797279 

396628 

78078_1.R1084 
g2797311 

396629 

78099_1.R1084 
g4714598 

396630 

78101JL.R1084 
g2797336 

396631 

78110JL.R1084 
g2800450 



50555 





Seq. No. 


396632 




Contia ID 


78120 1 R1084 




5' -most EST 


g5003075 




Sea No 


396633 




Contig ID 


78203 1.R1084 




5 '-most EST 


g2797444 




Method 


BLASTN 




NCBI Gl' 


g218196 




BLAST score 


115 




E value 


5 . Oe-58 




Match length 


184 




% identity 


94 




NCBI Description 


Rice RA5 Gene for alleraeni c nrof pin. pottitjI et*e pris 




Seq. No. 


396634 




Contig ID 


78266 1.R1084 




5 1 -most EST 


a3759027 




Seq. No. 


396635 




Contig ID 


78284 1.R1084 




5 1 -most EST 


a3762113 


V 5 


Sea No 


396636 


JSES. 


.fnnt" t a TD 


7fi?94 1 Rlflfid - • 

/ O £. Z* 1 -L » UOH 




5 1 -most EST 


a27 97544 




Sea Mn 




S3 


Contia ID 


78308 1 R1084 




5 1 -most EST 


g27 979i55 




Method 


BLASTX 


s 


NCBI GI 


g975888 


f KS "'i: 


BLAST score 


167 




E value 


9.0e-25 


PI 


Match length 


65 




% identity 


94 




NCBI Description 


(U32511) myo-inositol-l-phosphate synthase 






fMaepTfihryanf KpjniiTTi HY*\r^t' a~\ 1 i niiml 
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Seq. No. 


396638 




Contig ID 


78313 1.R1084 




5 1 -most EST 


a376?1 71 




Seq. No. 


396639 




Contig ID 


78333 1.R1084 




5 ' -most EST 


a2797S88 




Seq. No. 


396640 










5 * -most EST 


g2798012 




Seq. No. 


396641 




Contig ID 


78448 1.R1084 




5 '-most EST 


g3761906 




Method 


BLASTX 




NCBI GI 


g4455177 



50556 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



245 

1.0e-20 

76 

64 

(AL035521) putative protein [Arabidopsis thaliana] 
396642 

78454JL.R1084 

g5455311 

BLASTX 

g4314378 

198 

1.0e-18 

90 

51 

(AC006232) putative lipase [Arabidopsis thaliana] 
>gi_5306262_gb_AAD41994.1_AC006233_5 (AC006233) putative 
lipase [Arabidopsis thaliana] 

396643 

78461_1.R1084 
g5667522 

396644 

78518J..R1084 

g3761928 

BLASTX 

g2911058 

223 

3.0e-18 

47 

72 

(AL021961) putative protein [Arabidopsis thaliana] 
396645 

78550JUR1084 
g2797820 

396646 

78613JL.R1084 
g2800661 

396647 

78700_1.R1084 

g3761301 

BLASTX 

g2443751 

263 

1.0e-22 

65 

83 

(AF020303) 
(AC002535) 



fumarase [Arabidopsis thaliana] >gi_2529676 
putative fumarase [Arabidopsis thaliana] 



'396648 

78702_1.R1084 
g3107249 



50557 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



© • 



BLASTX 
g4510348 
254 

1.0e-26 
122 
54 

(AC006921) unknown protein 
396649 

78721JL.R1084 
g5002917 
BLASTX 
g4038034 
415 

2.0e-40 
89 
87 

(AC005936) unknown protein [Arabidopsis thaliana] 



396650 

78743_1.R1084 
g3762538 

396651 

78759_1.R1084 
g2798040 

396652 

78765_1.R1084 

g3106879 

BLASTX 

g2500378 

228 

6.0e-24 

88 

70 

60S RIBOSOMAL PROTEIN L37 



[Arabidopsis thaliana] 



396653 

78815_1.R1084 

g3762874 

BLASTX 

g2982297 

444 

1.0e-43 

162 

68 

(AF051233) KIAA0107-like protein [Picea mariana] 
396654 

78819JL.R1084 
g2798103 

396655 

78873JL.R1084 

g2798158 

BLASTX 



50558 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



g3402817 
233 

4.0e-19 

51 

84 

(AJ007829) 



lacZ' [Cloning vector pGreen] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396656 

78950_1.R1084 

g6025159 

BLASTX 

gll76081 

201 

2.0e-15 

100 

40 

HYPOTHETICAL PROTEIN HI0671 >gi__1074478_pir F64156 

hypothetical protein HI0671 - Haemophilus influenzae 
(strain Rd KW20) >gi_1573672 (U32750) conserved 
hypothetical- protein [Haemophilus influenzae Rd] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396657 

78978__1.R1084 

g2799135 

BLASTN 

g5764544 

39 

3.0e-12 

42 

98 

Shuttle vector pSLIRESll, complete sequence 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



396658 

79021_1.R1084 
g2798325 

396659 

79030JL.R1084 
g2798335 

396660 

79038JLR1084 
g2799434 

396661 

79046_1.R1084 
g3769110 

396662 

79078__1.R1084 

g2799078 

BLASTX 

g3057122 

187 

1.0e-13 

52 
69 



50559 



NCBI Description 

Seq. No, 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 

Q E value 

Ifi Match length 

.JJ % identity 

?J NCBI Description 

DO 

Seq, No. 
O Contig ID 
y, 5 '-most EST 

Seq, No. 
B Contig ID 

M= 5 '-most EST 

o 

y; ; Seq. No. 

Contig ID 
™ 5 '-most EST 

Q Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



o • 

(AF023160) starch synthase DULL1 [Zea mays] 
396663 

79085_1.R1084 

g4714068 

BLASTX 

g3152603 

166 

2.0e-ll 

72 

43 

(AC004482) unknown protein [Arabidopsis thaliana] 
396664 

79169_1.R1084 

g3760595 

BLASTX 

g2827552 

611 

3.0e-63 

129 

41 

(AL021635) predicted protein [Arabidopsis thaliana] 
396665 

79178JL.R1084 
g3767788 

396666 

79231_1.R1084 
g4879336 

396667 

79261JL.R1084 
g2798590 

396668 

79264 JL.R1084 

g6025067 

BLASTX 

g3283057 

243 

2.0e-20 

63 

70 

(AF054 617) one helix protein [Arabidopsis thaliana] 
396669 

79290_1.R1084 

g3762784 

BLASTX 

g4558673 

276 

4.0e-24 

91 

52 

(AC007063) hypothetical protein [Arabidopsis thaliana] 



50560 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4726112_gb__AAD28312.1_AC006436__3 (AC006436) 
hypothetical protein [Arabidopsis thaliana] 

396670 

79512_3.R1084 
g3762170 



396671 

79593_1.R1084 

g2798952 

BLASTX 

g2213584 

214 

2.0e-17 

78 
55 

(AC000348) T7N9. 



4 [Arabidopsis thaliana] 



396672 

79598JL.R1084 

g2798945 

BLASTX 

g5669638 

327 

1.0e-30 

92 
71 

(AF096248) ethylene-responsive RNA helicase [Lycopersicon 
esculent urn] 

396673 

79659_1.R1084 

g2799316 

BLASTX 

g2388580 

336 

8.0e-32 

80 

75 

(AC000098) Similar to Sequence 10 from patent 5477002 
(gb_1253956) . [Arabidopsis thaliana] 

396674 

79712JL.R1084 
g3106819 

396675 

79766_1.R1084 

g2799425 

BLASTX 

g3914136 

175 

2.0e-12 

93 

42 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 
>gi_2632171__emb_CAA05771_ (AJ002958) lipid transfer protein 



50561 



[Cicer arietinum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



396676 

79912_1.R1084 

g3760105 

BLASTX 

g2270994 

249 

7.0e-35 

145 

56 

(AF004809) Ca+2-binding EF hand protein [Glycine max] 
396677 

80015JL.R1084 
g3766806 



396678 

80050_1.R1084 
g5667198 

396679 

80062JL.R1084 

g2800865 

BLASTN 

g2280517 

60 

9.0e-25 

68 

99 

Nicotiana tabacum mRNA for BYJ15, 



partial cds 



396680 

80079_1.R1084 

g2799746 

BLASTX 

g4734007 

225 

2.0e-18 
93 

(AC007178) hypothetical protein [Arabidopsis thaliana] 
396681 

80083_1.R1084 
g2799814 

396682 

80123_1.R1084 
g27 997 92 

396683 

80174_1.R1084 

g5003879 

BLASTN 

gl69818 

814 



50562 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



0.0e+00 

907 

98 

Rice 25S ribosomal RNA gene 
396684 

80174_2.R1084 

g5455472 

BLASTN 

g5441872 

88 

2.0e-41 

238 
85 

Oryza sativa genomic DNA, chromosome 2, clone : P0437H03 
(contig a) 

396685 

80190_1.R1084 

g2800309 
BLASTX 
g4580759 
188 

7.0e-14 

157 
31 

(AF061087) P-glycopfotein [Gossypium hirsutum] 
396686 

80214_1.R1084 

g2799885 

BLASTN 

g722320 

34 

3.0e-09 

46 

93 

Oryza sativa (Osem) gene, complete cds 
396687 

80218JL.R1084 
g2800937 

396688 

80268_1.R1084 

g4880141 

BLASTX 

g4006934 

305 

2.0e-27 

124 

48 

(AJ012571) glutathione transferase [Arabidopsis thaliana] 
396689 

80325_1.R1084 
g2799998 



50563 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396690 

80420_1.R1084 

g2800095 

BLASTX 

g4973431 

622 

1.0e-64 

169 

66 

(AF148877) putative aldehyde dehydrogenase OS-ALDH [Oryza 
sativa subsp. indica] 



Seq. No* 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq* No. 
Contig ID 
5' -most EST 



396691 

80455_1.R1084 
g2800131 

396692 

80488J..R1084 
g4715955 

396693 

80519_1*R1084 
g2800195 



Seq." No. 


396694 


Contig ID 


80535 1.R1084 


5* -most EST 


g2800211 


Method 


BLASTX 


NCBI GI 


g4585994 


BLAST score 


390 


E value 


2.0e-50 


Match length 


145 


% identity 


76 


NCBI Description 


(AC005287) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


396695 


Contig ID 


80578 1.R1084 


5' -most EST 


g2800254 


Method 


BLASTX 


NCBI GI 


g3892051 


BLAST score 


201 


E value 


2.0e-15 


Match length 


55 


% identity 


67 


NCBI Description 


(AC002330) predicted NADH dehydrogenase 24 kD subunit 




[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



396696 

80594_1.R1084 

g2799002 

BLASTN 

gl698774 

50 

9.0e-19 

53 

98 



50564 



NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



Filamentous phage display expression cloning vector pZGTS 
with murine Ig kappa light chain fragment insert, complete 
sequence 

396697 

80662J..R1084 

g2800261 

396698 

80722JL.R1084 

g2800323 

BLASTX 

g5803167 

164 

4.0e-ll 

53 

51 

pre-mRNA splicing factor SF3a (60kD), similar to S. 
cerevisiae PRP9 (spliceosome-associated protein 61) 

>gi_10827 98_pir A55749 spliceosome-associated protein SAP 

61 - human >gi_508723 (U08815) SAP 61 [Homo sapiens] 

396699 

80728_1.R1084 
g2800435 

396700 

80738_1.R1084 

g5038667 

BLASTX 

g2190992 

358 

1.0e-33 

156 

47 

(AF004358) glutathione S-transf erase TSI-1 [Aegilops 
tauschii] 

396701 

80754JL.R1084 

g2799198 

BLASTN 

g984907 

34 

3.0e-09 

34 

100 

Plasmid pBSL159 cloning vector, complete sequence 
396702 

80849_1.R1084 

g3760737 

BLASTX 

g2129742 

232 

5.0e-19 

70 



50565 



o • 

% identity 56 

NCBI Description stress-induced protein 0ZI1 precursor - Arabidopsis 

thaliana >gi_790583 (U20347) mRNA corresponding to this 
gene accumulates in response to ozone stress and pathogen 
(bacterial) infection; putative pathogenesis-related 
protein [Arabidopsis thaliana] >gi_22528 69 (AF013294) No 
definition line found [Arabidopsis thaliana] 



Seq. No, . 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



396703 

80900_1.R1084 

g2800461 

BLASTX 

g3068809 

169 

1.0e-ll 

69 

52 

(AF059295) Skpl homolog 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 
Contig ID 
5' -most EST 



396704 

80987JL.R1084 
g2800658 

396705 

81019_1.R1084 
g2800466 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396706 

81037_1.R1084 

g4714837 

BLASTX 

g3063449 

719 

7.0e-76 

216 

63 

(AC003981) F22013.ll [Arabidopsis thaliana] 
396707 

81056_1.R1084 
g2800667 

396708 

81061_1.R1084 

g2800510 
BLASTX 
g2 642446 
352 

2.0e-43 

145 

69 

(AC002391) similar to auxin-responsive GH3 protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



396709 

81069JL.R1084 
g2800573 



50566 



o • 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396710 

81139_1.R1084 

g5055943 

BLASTX 

g5295941 

643 

5.0e-71 

143 

99 

(AB026295) ESTs AU075322 (C11109) , D22430 (C11109) correspond 
to a region of the predicted gene*; Similar to Medicago 
sativa early nodule-specific protein (EN0D8) gene, complete 
cds.(L18899) [Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



396711 

81209_1.R1084 
g2800592 

396712 

81247_1.R1084 
g2800630 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396713 

81542_1.R1084 

g5851007 

BLASTN 

g5777612 

337 

0. 0e+00 

652 

94 

Oryza sativa chromosome 4 BAC q3037-207Fl complete genome 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



396714 

81597JL.R1084 

g5667218 

396715 

81603_1.R1084 
g2800994 

396716 

81806_1.R1084 
g2801214 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396717 

81855_1.R1084 

g4714866 

BLASTX 

g4587988 

146 

3.0e-ll 

147 

39 

(AF085279) hypothetical protein [Arabidopsis thaliana] 



50567 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396718 

81856_1.R1084 

g2801259 

BLASTX 

g4559384 

147 

3.0e-09 

43 

65 

(AC006526) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



396719 

81861JL.R1084 
g2801264 



Seq. No. 
Contig ID 
5 '-most EST 



396720 

81862_1.R1084 
g2801265 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



396721 

81907_1.R1084 

g3762133 

BLASTX 

gll73555 

247 

5.0e-21 

52 

77 

(U31544) UDP-galactose-4-epimerase 



[Pisum sativum] 



Seq. No. 

Contig ID 
5' -most EST 



396722 

81918_1.R1084 
g3767674 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396723 

81962JL.R1084 

g4715414 

BLASTX 

g3929325 

321 

2.0e-40 

125 
68 

(AF100333) putative DNA-binding protein [Dendrobium grex 
Madame Thong- IN] 



Seq. No. 
Contig ID 
5 '-most EST 



396724 

82001__1.R1084 
g3060965 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



396725 

82016JL.R1084 

g6012812 

BLASTX 

g3551954 

365 

1.0e-34 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



162 
42 

(AF082030) senescence-associated protein 5 [Hemerocallis 
hybrid cultivar] 

396726 

82020_1.R1084 

g4879993 

BLASTX 

g4191791 

335 

3.0e-31 

84 
73 

(AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 

396727 

82047_1.R1084 

g3762875 

BLASTX 

g4678261 

205 

4.0e-16 

110 
39 

(AL04 9657) putative proteasome regulatory subunit 
[Arabidopsis thaliana] 

396728 

82060_1.R1084 

g3762779 

BLASTX 

g5419927 

379 

2.0e-36 

85 

82 

(AJ243340) expansin9 [Lycopersicon esculentum] 
396729 

82068_1.R1084 

g4968580 

BLASTX 

g3928084 

343 

5.0e-32 

195 

43 

(AC005770) retrotransposon-like protein [Arabidopsis 
thaliana] 

396730 

82073_1.R1084 
g3061044 



Seq. No. 



396731 



50569 



Contig ID 
5 T -most EST 



82081J..R1084 
g3762928 



Seq. No. 
Contig ID 
5 '-most EST 



396732 

82104J..R1084 
g3061194 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396733 

82110JL.R1084 

g3061083 

BLASTX 

g2129770 

421 

6.0e-41 

130 

58 

xyloglucan endotransglycosylase-related protein XTR-2 - 
Arabidopsis thaliana >gi_1244756 (U43487) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_2154611_dbj_BAA20290_ (D63510) endoxyloglucan 
transferase related protein [Arabidopsis thaliana] 
>gi_5533311__gb_AAD45124.1_AF163820_l (AF163820) 
endoxyloglucan transferase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



396734 

82177_1.R1084 
g3760416 

396735 

82202_1.R1084 
g3061175 

396736 

82212_1.R1084 
g4879940 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396737 

82303JL.R1084 

g3090444 

BLASTX 

g5903051 

120 

2.0e-10 

60 
60 

(AC008016) Contains PF_00069 Eukaryotic protein kinase 
domain. ESTs gb_W43822, gb_T20475 and gb_AA586152 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



396738 

82333JL.R1084 

g3090476 

BLASTX 

g99809 

239 

5.0e-20 
105 
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o 





48 


NCBI Description 


gene BplO protein - rape >gi_17795_ 




Bplo [Brassica napus] 




396739 


Cant la ID 


82455 1 R1084 


J itlwO U XjO X 


rr^769^9^ 




O _7 U / r± u 


fnnt* i rr T Fl 








Mpthod 


BLASTN 


NCBI GI 


g303536 


BLAST score 


166 


F V3 1 UP 
Juj V uX LLC 


2 Op-88 




192 


£• -l HAirh i "t~ v 


77 


KTf'T^T Ho Qpri •oi - "i on 


^ali. L, UcllC XLJX. L ±JJUDU1UCI x ULNrt. 




J .? o / *± X 


C*r\Yi +- n /r T T\ 
OOIiLly J_U 


ft 9 Rzl "3 1 Pi Oft 4 




a310647 6 

yjxuv± / u 




RT.A^TN 

LJUr\tJ X IN 


NCBI GI 


g3851589 


BLAST score 


108 


TP tt a 1 no 
Hi V a.J_ life; 


£. ■ Ufci JO 




fi U O 


% identity 


82 


NCBI Description 


Oryza sativa 33 kDa secretory prot< 


Cflrt Ma 
1NU . 


*3Qfi749 


Contig ID 


82598 1.R1084 


5 1 -most EST 


g5038558 


Oa/t "Mo 
o • IN L/ • 


o o / *± o 


Contig ID 


82655 1.R1084 


5' -most EST 


g3762747 


C!/a« Mo 


-7 O / *± *± 


Contig ID 


82668 1.R1084 


5' -most EST 


g5005131 


Q^rr Mo 


J J/O / *± -J 


^CJIl 1 Ly XJJ 


ft 9 £7^ 1 Rl Dft 4 


D mOSt. iliOX 


gj iu ooz o 


C! £a M/-> 
OcCJ. iNO. 


jjD / ft D 


uoni-ig ±u 




R i —mo<?t- F^T 


rr^7 6 ft 09 Q 


LI1UU 


OXxrlO 1A 




a494Q^89 


BLAST score 


189 


E value 


5.0e-14 


Match length 


51 


% identity 


67 


NCBI Description 


(AC005966) Strong similarity to gi 




putative permease from Arabidopsis 



complete cds 



50571 



o 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_AC004481. [Arabidopsis thaliana] 
396747 

82732_1.R1084 
g5004701 

396748 

82767_1.R1084 
g4878451 

BLASTX > 

g2149640 

157 

4.0e-17 

125 
48 

(U91995) Argonaute protein [Arabidopsis thaliana] 
>gi_5733867_gb_AAD49755.1_AC007 932_3 (AC007932) Identical 
to gb_U91995 Argonaute protein from Arabidopsis thaliana. 
ESTs gb_H76075, gb_AA720232, gb__N65911 and gb_AA651494 come 
from this gene 



Seq. No. 


396749 


Contig ID 


82785_1 .R1084 


5 '-most EST 


g3763043 


Method 


BLASTX 


NCBI GI 


g4325369 


BLAST score 


172 


E value 


5.0e-13 


Match length 


63 


% identity 


62 


JNLbi Description 


[AklZoo9K>) TJHlo.o gene product LAraJDiaopsis tnalianaj 


Seq. No. 


396750 


Contig ID 


82810 1.R1084 


5 '-most EST 


g3762639 


Seq. No. 


396751 


Contig ID 


82875 1.R1084 


5 '-most EST 


g3106847 


Method 


BLASTX 


NCBI GI 


g2921158 


BLAST score 


136 


E value 


2.0e-12 


Match length 


145 


% identity 


33 


NCBI Description 


(AF022909) ClpC [Arabidopsis thaliana] 


Seq. No. 


396752 


Contig ID 


82907 1.R1084 


5 '-most EST 


g6062510 


Method 


BLASTX 


NCBI GI 


g6056194 


BLAST score 


186 


E value 


2.0e-13 


Match length 


110 


% identity 


36 


NCBI Description 


(AC009400) unknown protein [Arabidopsis thaliana] 



50572 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length ^ 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



396753 

82921_1.R1084 
g3760585 

396754 

82947_1.R1084 
g3106920 

396755 

82955 JL.R1084 
g3759949 

396756 

82977JL.R1084 

g3767318 

BLASTX 

gl709205 

347 

1.0e-36 

121 
64 

MY0-IN0SIT0L-1 (OR 4) -MONOPHOSPHATASE 3 (IMP 3) (INOSITOL 
MONOPHOSPHATASE 3) >gi_1098971 (U39059) myo- inositol 
monophosphatase 3 [Lycopersicon esculentum] 

396757 

83021__1.R1084 
g4714177 



396758 

83032_1.R1084 

g5002856 

BLASTN 

g4521194 

420 

0.0e+00 

663 

91 

Oryza sativa DNA, 



centromere sequence RCB11 



396759 

83126_1.R1084 

g5667193 

BLASTX 

g5281034 

220 

2.0e-17 

131 

44 

(AL080318) putative protein [Arabidopsis thalianaj 
396760 

83139_1.R1084 
g3760246 



Seq. No. 



396761 



50573 



Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83141_1.R1084 

g3107114 
BLASTX 
g3150415 
238 

9.0e-20 

93 

34 

(AC004165) secl3-related protein [Arabidopsis thaliana] 
>gi_3420046 (AC004680) secl3-related protein [Arabidopsis 
thaliana] 
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Match length 


335 


% identity 


94 
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Seq. No. 


396763 


Contig ID 


83197 1.R1084 


o — iciosr.. jcjoi 


g*± o / o f± 3 0 


Seq. No. 


396764 


Contig ID 


83231__1.R1084 
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J .7 U / v> J 


Contig ID 


83238 1.R1084 


5 f -most EST 


g5004100 


Seq. No. 


396766 


Contig ID 


83269 1.R1084 


5 T -most EST 


g3767959 


Seq. No. 


396767 


Contig ID 


83434 1.R1084 


5 '-most EST 


g3107444 


Method 


BLASTX 


NCBI GI 


g4769012 


BLAST score 


188 


E value 


5.0e-14 


Match length 


73 


% identity 


55 


NCBI Description 


(AF14374 6) CER1 [Oryza sativa] 



3, clone :P0043E01 



[Cavia porcellus] 



50574 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396768 

83456_1.R1084 
g3107487 

396769 

83489JL.R1084 

g3107499 

BLASTX 

g4558591 

287 

1.0e-25 

106 
58 

(AC006555) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] >gi_4662638_gb_AAD26909. 1_AC007233__1 (AC007233) 
putative beta-1, 3-glucanase [Arabidopsis thaliana] 

396770 

83492_1.R1084 
g3107502 

396771 

83529JL.R1084 

g3760291 

BLASTN 

g4521194 

151 

6.0e-79 

563 

85 

Oryza sativa DNA, centromere sequence RCB11 
396772 

83552_1.R1084 
g3107689 

396773 

83559JL.R1084 

g3762929 

BLASTX 

g6056396 

403 

4.0e-39 

103 

79 

(AC009324) Similar to initiation factor 2 subunit 
[Arabidopsis thaliana] 

>gi__6056397__gb_AAF02861.1_AC009324_10 (AC009324) Similar to 
initiation factor 2 subunit [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



396774 

83571JL.R1084 
g3107590 

396775 

83588_2.R1084 
g3761972 



50575 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4) 



BLASTX 

gll72557 

507 

3.0e-51 

104 
91 

OUTER PLASTIDIAL MEMBRANE PROTEIN PORIN (VOLTAGE -DEPENDENT 
ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

>gi_422030_pir S34146 porin porl - maize 

>gi_626044_pir A55017 porin, plastid - maize 

>gi_313136_emb_CAA51828_ (X73429) porin [Zea mays} 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 f -most EST 



396776 

83619_1.R1084 
g4716330 

396777 

83666_1.R1084 
g3107715 

396778 

83668_1.R1084 
g3107693 

396779 

83756JL.R1084 
g5607602 

396780 

83775_1.R1084 
g3768048 

396781 

83838_1.R1084 
g3341810 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396782 

83889_1.R1084 

g5002844 

BLASTX 

g2129626 

385 

4.0e-56 

256 

51 

J-domain protein - Arabidopsis thaliana 
>gi_928936_emb__CAA89204_ (Z49238) J-domain protein 

[Arabidopsis thaliana] >gi_1585434_prf 2124427A diamide 

resistance gene [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



396783 

83907_1.R1084 

g3462543 

BLASTX 

gl491710 

157 

5.0e-14 



50576 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 
59 

(X96506) alpha subunit; forms heterodimer with NC2 
alpha/Drl [Homo sapiens] 

396784 

83917JL.R1084 
g3462553 

396785 

83947_1.R1084 
g3762851 

396786 

83985_1.R1084 
g4715661 



396787 

84014JL.R1084 

g3767087 

BLASTX 

g!930079 

161 

7.0e-19 

82 
66 

(U92877) acyl-ACP thioesterase 



[Garcinia mangostana] 



Seq. No. 
Contig ID 



396788 

84086_1.R1084 
g3762589 

396789 

84112_1.R1084 
g4714316 

396790 

84114JL.R1084 
g5004793 

396791 

84135_1.R1084 

g3760012 

BLASTX 

gl729980 

145 

6.0e-09 

42 

69 

THAUMAT IN-LIKE PROTEIN PRECURSOR >gi_2129751_pir S71175 

thaumatin-like protein - Arabidopsis thaliana >gi_536825 

(L34693) thaumatin-like protein [Arabidopsis thaliana] 
>gi_1094863_prf 2106421A thaumatin-like protein 

[Arabidopsis thaliana] 

396792 

84207 1.R1084 



50577 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5004728 
BLASTX 
g3402817 
213 

9.0e-17 

62 
58 

(AJ007829) 



lacZ' [Cloning vector pGreen] 



396793 

84225_1.R1084 
g3762729 

396794 

84230JL.R1084 
g4878928 

396795 

84241_1.R1084 

g3762745 

BLASTX 

g4883603 

225 

4.0e-18 

130 

37 

(AC006922) putative xyloglucan endo-transglycosylase 
[Arabidopsis thaliana] 

396796 

84246J..R1084 
g3762750 

396797 

84256J..R1084 

g3763824 

BLASTX 

g4155128 

167 

4.0e-13 

142 
37 

(AE001491) putative 3-HYDROXYACID DEHYDROGENASE 
[Helicobacter pylori J99] 

396798 

84285_1.R1084 

g3763316 

BLASTX 

g3402817 

255 

1.0e-27 

71 
84 

(AJ007829) lacZ' [Cloning vector pGreen] 



Seq. No. 



396799 



50578 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



84295J..R1084 

g3759060 

BLASTN 

g949979 

121 

2.0e-61 

306 
85 

Z.mays Glossy2 locus DNA 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



396800 

84301_1.R1084 
g3762806 

396801 

84321JL.R1084 
g5038817 

396802 

84326JL.R1084 
g3762831 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396803 

84339_1.R1084 

g3762844 

BLASTX 

g5804817 

102 

1.0e-10 

63 

53 

(AL021712) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



396804 

84392_1.R1084 
g3762897 



Seq. No. 
Contig ID 
5 '-most EST 



396805 

84400JL.R1084 
g3766588 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



396806 

84417JL.R1084 
g3762922 

396807 

84420J..R1084 
g3762934 

396808 

84435JL.R1084 
g3758965 

396809 

84483J..R1084 

g3762989 

BLASTX 



50579 







NCBI GI 


g2660677 


BLAST score 


255 


F, value 


5.0e-22 


Match length 


66 


% identity 


71 


NCBI Description 


(AC002342) unknown protein [Arabidopsis thaliana] 


Seq. No. 


396810 


Contig ID 


84487 1.R1084 


5' -most EST 


g3762993 


Seq. No. 


396811 


Contig ID 


84498 1.R1084 


5 f -most EST 


g3766602 


Seq. No. 


396812 


Confcia ID 


84501 1.R1084 


5 1 -most EST 


g5607322 


Method 


BLASTX 


NCBI GI 


gl546696 


BLAST score 


236 


E value 


5.0e-32 


Match length 


107 


% identity 


63 


NCBI Description 


(X98807) peroxidase ATP21a [Arabidopsis thaliana] 


Seq. No. 


396813 


Contig ID 


84518 1.R1084 


5 1 -most EST 


g3767237 


Seq. No. 


396814 


Contig ID 


84553 1.R1G84 


5' -most EST 


g3763060 


Seq. No. 


396815 


Contig ID 


84554 1.R1084 


5* -most EST 


g3763072 


Seq. No. 


396816 


Contig ID 


84556 1.R1084 


5' -most EST 


g3763063 


Sea. No. 


396817 


Ponf" i rr TD 


84557 1.R1084 


5' -most EST 


g3761752 


Method 


BLASTN 


NCBI GI 


g2879844 


BLAST score 


54 


E value 


2.0e-21 


Match length 


75 


% identity 


93 


NCBI Description 


Loligo pealei mRNA for putative N-ethylmaleimide- 




fusion protein (NSF) 


Seq. No. 


396818 


Contig ID 


84566 1.R1084 


5 '-most EST 


g3761743 



50580 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



<fl> 



BLASTN 

g2352027 

119 

4.0e-60 

200 
93 

Cloning vector pRS402 with ADE2 marker, complete sequence 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396819 

84583JL.R1084 

g3763091 

BLASTX 

g2854153 

152 

9.0e-10 
42 
62 

(AF045640) 
elegans] 



No definition line found [Caenorhabditis 



Seq. No. 
Contig ID 
5 '-most EST 



396820 

84600_1.R1084 
g3763107 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



396821 

84612_1.R1084 
g3763119 

396822 

84632_1.R1084 
g3763140 

396823 

84642_1.R1084 
g3763151 

396824 

84650_1.R1084 
g3763158 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396825 

84661JL.R1084 

g3763169 

BLASTX 

g3915189 

256 

8.0e-29 

92 

66 

UBIQUITIN-CONJUGATING ENZYME X 
(UBIQUITIN CARRIER PROTEIN) 



(UBIQUITIN-PROTEIN LI GAS E) 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



396826 

84668_1.R1084 
g3767661 
BLASTX 
g5123701 



50581 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235 

2.0e-19 

62 

69 

(AL079347) putative protein [Arabidopsis thaliana] 
396827 

84691_1.R1084 

g3764114 

BLASTX 

g4490737 

385 

6.0e-37 

118 

64 

(AL035708) putative protein [Arabidopsis thaliana] 
396828 

84748_1.R1084 

g4881004 

BLASTX 

g6006361 

781 

3.0e-83 

160 

93 

(AP000559) ESTs AU030008 (E50477 ) , AU078239 (E50477 ) 
correspond to a region of the predicted gene.; Similar to 
peptidyl-prolyl cis-trans isomerase 10 &CELB0252_4 (P52017) 
[Oryza sativa] 

396829 

84748_2.R1084 

g3759879 

BLASTX 

g6006361 

385 

4.0e-37 

130 
52 

(AP000559) ESTs AU030008 (E50477) , AU078239 (E50477 ) 
correspond to a region of the predicted gene.; Similar to 
peptidyl-prolyl cis-trans isomerase 10 &CELB0252_4 (P52017) 

[Oryza sativa] 

396830 

84767JL.R1084 

g3763276 
BLASTX 
g4580461 
337 

6.0e-35 

94 

83 

(AC006081) unknown protein [Arabidopsis thaliana] 



Seq. No. 



396831 



50582 



Contig ID 84772JL . R1084 

5 '-most EST g3763280 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396832 

84785_1.R1084 

g3763294 

BLASTX 

g728777 

175 

2.0e-12 

102 

43 

ACTIVATOR 1 36 KD SUBUNIT (REPLICATION FACTOR C 36 KD 
SUBUNIT) (Al 36 KD SUBUNIT) (RF-C 36 KD SUBUNIT) (RFC36) 
>gi_1498257 (L07540) replication factor C, 36-kDa subunit 
[Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396833 

84801J..R1084 

g3763309 

BLASTX 

g3402817 

255 

1.0e-21 

51 

96 

(AJ007829) lacZ' 



[Cloning vector pGreen] 



396834 

84818JL.R1084 

g3763327 

BLASTX 

gl419388 

345 

2.0e-33 

87 

83 

(X98925) stromal ascorbate peroxidase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



396835 

84821_1.R1084 
g3763329 

396836 

84841_1.R1084 
g3763350 

396837 

84850_1.R1084 

g3763359 

BLASTN 

g5441876 

362 

0.0e+00 

413 

97 



50583 



NCBI Description Oryza sativa genomic DNA, chromosome 2, clone : P0437H03 
(contig b) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396838 

84856J..R1084 

g5803568 

BLASTX 

gl732515 

195 

2.0e-14 

139 

34 

(U62744) myosin heavy chain-like protein [Arabidopsis 
thaliana] 

396839 

84862J..R1084 

g4715210 

BLASTX 

g2289003 

356 

3.0e-41 

114 

74 

(AC002335) membrane transporter Dl isolog [Arabidopsis 
thaliana] „ 

396840 

84865_1.R1084 

g3763374 

BLASTX 

g3292831 

190 

4.0e-14 

66 

52 

(AL031018) putative serine/threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



396841 

84911_1.R1084 
g3763419 

396842 

84917_1.R1084 
g4714431 

396843 

84922JL.R1084 
g3763430 

396844 

84936_1.R1084 
g3763444 

396845 

84941 1.R1084 



50584 



5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 1 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4714407 
396846 

84952JL.R1084 
g3763460 

396847 

84978JL.R1084 

g5003478 

BLASTX 

g4938501 

179 

1.0e-12 

58 
62 

(AL078465) putative protein 



[Arabidopsis thaliana] 



396848 

84995_1.R1084 

g3763503 

BLASTX 

gl001379 

217 

2.0e-25 

109 

55 

(D64006) aspartate beta-semialdehyde dehydrogenese 
[Synechocystis sp.] 

396849 

85013_1.R1084 
g3763521 



396850 

85039JL.R1084 

g3763548 

BLASTN 

g415261 

60 

8.0e-25 

63 

98 

Schizosaccharomyces pombe (clone pJK210) 



DNA sequence 



396851 

85048_1.R1084 

g4968762 

BLASTX 

g4580398 

400 

2.0e-38 

215 

42 

(AC007171) putative protein kinase APK1A [Arabidopsis 
thaliana] 



Seq. No. 



396852 



50585 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85058JL.R1084 

g3763566 

BLASTX 

g3402697 

298 

1.0e-26 

69 

77 

(AC004261) putative phosphatidylinositol- 4 -phosphate 
5-kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396853 

85110JL.R1084 

g4968831 

BLASTX 

gl711512 

449 

1.0e-44 

122 

76 

SIGNAL RECOGNITION PARTICLE 54 KD PROTEIN 2 (SRP54) 

>gi 1076577_pir S51598 signal recognition particle 54K 

protein - tomato (cv. UC82-B) >gi_556902_emb_CAA84288^ 
(Z34527) 54-kD signal recognition particle (SRP) specific 
protein [Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



396854 

85128_1.R1084 
g3763637 

396855 

85209JL.R1084 
g4968814 

396856 

85222JL.R1084 
g3763732 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396857 

85238JL.R1084 

g3768147 

BLASTX 

g!174470 

298 

1.0e-26 

88 
62 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 

membrane protein 1 [Mus musculus] >giJL588285_prf 2208301A 

integral membrane protein [Mus musculus] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



396858 

85267J..R1084 
g3763778 
BLASTX 
gl711512 



50586 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165 

4.0e-ll 

102 
45 

SIGNAL RECOGNITION PARTICLE 54 KD PROTEIN 2 (SRP54) 

>gi_1076577_pir S51598 signal recognition particle 54K 

protein - tomato (cv. UC82-B) >gi_556902_emb_CAA84288_ 
(Z34527) 54-kD signal recognition particle (SRP) specific 
protein [Lycopersicon esculentum] 

396859 

85284_1.R1084 
g4714623 

396860 

85347_1.R1084 

g3764142 

BLASTX - 

g629592 

384 

1.0e-39 

172 
50 

hypothetical protein - rape >gi_6065752_emb_CAB58175 . 1_ 
(X74225) putative pod-specific dehydrogenase SAC 2 5 
[Brassica napus] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396861 

85364JL.R1084 
g3764127 

396862 

85389JL.R1084 

g3766542 

BLASTX 

g4507375 

173 

8.0e-12 

211 
30 

tubulin-specific chaperone e >gi_1465772 (U61232) cofactor 
E [Homo sapiens] 

396863 

85449JL.R1084 

g3766604 

BLASTX 

g773414 

296 

2.0e-26 

90 

69 

(U23751) beta galactosidase [Cloning vector pBBRlMCS-2] 
>gi__833819 (U25059) LacZ alpha peptide [Cloning vector 
pBBRlMCS-3] >gi_833823 (U25060) LacZ alpha peptide [Cloning 
vector pBBRlMCS-4] >gi_833827 (U25061) LacZ alpha peptide 

[Cloning vector pBBRlMCS-5] 



50587 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396864 

85464_1.R1084 

g3766618 

BLASTX 

g3892057 

296 

5.0e-36 

95 
44 

(AC002330) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396865 

85467_1.R1084 

g3766621 

BLASTX 

g4263510 

262 

2.0e-29 

146 

60 

(AC004044) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



396866 

85494_1.R1084 
g4715475 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396867 

85507_1.R1084 

g4878365 

BLASTX 

g3176673 

187 

1.0e-13 

100 

42 

(AC003671) Similar to serine/threonine kinase gb_Y12531 
from Brassica oleracea. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396868 

85517_1.R1084 

g3766671 

BLASTN 

g5091496 

59 

4.0e-24 

83 

93 

Oryza sativa genomic 
complete sequence 



DNA, chromosome 6, clone P068GA03, 



Seq. No. 
Contig ID 
5' -most EST 



396869 

85543_1.R1084 
g3766697 



Seq. No. 
Contig ID 



396870 

85551 1.R1084 



50588 



5' -most EST 



g3766705 



Seq. No. 
Contig ID 
5 '-most EST 



396871 

85575JL.R1084 
g3766738 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



396872 

85606_1.R1084 
g3766760 

396873 

85687JL.R1084 
g3766842 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396874 

85690JL.R1084 

g3766845 

BLASTX 

$5302796 

178 

2.0e-28 

181 

44 

(Z97341) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



396875 

85718_1.R1084 
g3766895 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396876 

85719_1.R1084 

g3762488 

BLASTN 

g6002775 

301 

1.0e-168 

682 

98 

Oryza sativa hypothetical protein, fertilin alpha subunit, 
membrane protein homolog, and Myb-related protein genes, 
complete cds; and unknown gene 



Seq. No. 
Contig ID 
5* -most EST 



396877 

85798_1.R1084 
g3767879 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



396878 

85860_1.R1084 
g4714059 

396879 

85878_1.R1084 
g3767042 

396880 

85912_1.R1084 
g3767077 



50589 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4324617 

79 

4.0e-36 

138 

92 

Cloning vector pDR114 9 complete sequence 





Ocl^i INvJ • 


396881 

*J ,J \J \t yJ X 






R ^ Q1 4 1 R1084 




o —most Hoi 


yj / u / u / o 




beg* JNO . 






contxg ±d 


OCQ1 O 1 I>1 C\QA 




c i _ m p, c +- TTQT 
0 IUUo L Jl>ol 






Seq. No. 


396883 




Contig ID 


85956J..R1084 




o -most hbi 


go / o / x^x 


■USE? 


beq. no. 






Contig ID 


85984 1.R1084 




5' -most EST 


g3767150 




Method 


BLASTX 




NCBI GI 


g4240122 


Q 


-BLAST score 


154 




E value 


1.0e-09 




Match length 


79 




% identity 


44 




NCBI Description 


(AB007802) cyl 




Seq. No. 


396885 




Contig ID 


86002 1.R1084 


O 


5 '-most EST 


g3767167 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396886 

86026_1.R1084 

g3767192 

BLASTX 

g2462744 

248 

5.0e-21 

87 

56 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 



396887 

86052_1.R1084 
g3767218 

396888 

86080JL.R1084 

g3767901 

BLASTX 

g4803960 

227 

1.0e-18 



50590 



Match length 

% identity 

NCBI Description 



Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

64 
59 

(AC006202) putative carbonic anhydrase [Arabidopsis 
thaliana] 

396889 

86128_1.R1084 

g4714556 

BLASTX 

gl402906 

202 

4.0e-26 

104 

60 

(X98314) peroxidase [Arabidopsis thaliana] 
>gi_4468977_emb_CAB38291_ (AL035605) peroxidase, prxr2 
[Arabidopsis thaliana] 

396890 

86139_1.R1084 

g5667189 

BLASTX 

g2982331 

816 

2.0e-87 
174 

98 - 

(AF051251) TAT-binding protein homolog [Picea mariana] 
396891 

86147JL.R1084 
g6012896 

396892 

86158_1.R1084 

g4716894 

BLASTN 

g5295936 

89 

5.0e-42 

266 

37 

Oryza sativa genomic DNA, chromosome 6, clone: P0681F10, 
complete sequence 

396893 

86185_1.R1084 

g3767353 
BLASTX 
g2653285 
265 

2.0e-23 

79 

84 

(AJ003025) enoyl-ACP reductase [Oryza sativa] 



Seq. No. 



396894 



50591 



Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



86190J..R1084 
g3767960 

396895 

86207JL.R1084 

g4714573 

BLASTX 

g5777627 

329 

2.0e-30 

80 
84 

(AJ245900) CAA303715.1 protein [Oryza sativa] 
396896 

86220_1.R1084 
g3768887 

396897 

86245JL.R1084 
g5038704 

396898 

86248J..R1084 
g3767418 

396899 

86286J..R1084 

g3767456 
BLASTX 
g4884932 
275 

6.0e-24 

113 

45 

(AF141659) AtHVA22a [Arabidopsis thaliana] 
>gi_4884944_gb_AAD31885.1_AF141977_l (AF141977) AtHVA22a 
[Arabidopsis thaliana] 

396900 

86315JL.R1084 

g3767485 

BLASTX 

g3080405 

217 

1.0e-18 

86 

59 

(AL022603) Lsdl like protein [Arabidopsis thaliana] 
>gi_4455269_emb_CAB36805.1_ (AL035527) Lsdl like protein 
[Arabidopsis thaliana] 

396901 

86434JL.R1084 
g3767687 



Seq. No. 



396902 



50592 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



86500_1.R1084 

g3767755 

BLASTX 

g4588003 

363 

5.0e-59 

173 

75 

(AF085279) hypothetical EIF-2-Alpha [Arabidopsis thaliana] 
396903 

86516J..R1084 

g3767770 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



396904 

86575J..R1084 
g3767829 

396905 

86576_1.R1084 
g4714533 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396906 

86580JL.R1084 

g4880612 

BLASTX 

g5823576 

439 

3.0e-43 

93 

86 

(AL049730) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5" -most EST 



396907 

86592JL.R1084 
g3767847 

396908 

86649JL.R1084 
g4714523 

396909 

86704_1.R1084 
g3767962 

396910 

86740_1.R1084 
g3761394 

396911 

86767JL.R1084 
g3768026 

396912 

86821JL.R1084 
g5038659 



50593 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396913 

86837JL.R1084 

g5005343 

BLASTX 

g3822036 

648 

1.0e-67 

193 
66 

(AF072326) endo-1, 3-1, 4-beta-D-glucanase 



[Zea mays] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396914 

86873_1.R1084 

g3760219 

BLASTX 

g5091624 

272 

1.0e-23 

88 
56 

(AC007454) Similar to gb_X92204 NAM gene product from 
Petunia hybrida. ESTs gb_H36656 and gb_AA651216 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396915 

87034_1.R1084 

g5455590 

BLASTN 

g6006355 

118 

2.0e-59 

237 

45 

Oryza sativa genomic 



DNA, chromosome 6, clone : P0493C11 



Seq. No. 
Contig ID 
5' -most EST 



396916 

87037_1.R1084 
g4716554 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396917 

87053JL.R1084 

g4714820 

BLASTX 

g4826399 

155 

3.0e-22 

196 

34 

(AJ012423) wall-associated kinase 



2 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



396918 

87126__1.R1084 
g4878167 _ 



Seq. No. 
Contig ID 
5 '-most EST 



396919 

87175_1.R1084 
g4716631 



50594 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



BLASTX 

g4106340 

211 

1.0e-31 

146 

51 

(AF062396) 
isoform B' 



protein phosphatase 2A regulatory subunit 
delta [Arabidopsis thaliana] 



396920 

87186_1.R1084 

g3768450 

BLASTX 

g!816410 

152 

3.0e-18 

95 
49 

(AB000585) pod storage protein [Phaseolus vulgaris] 
396921 

87289J..R1084 

g3761139 

BLASTX 

g4490702 

191 

2.0e-31 

146 

45 

(AL035680) hypothetical protein [Arabidopsis thaliana] 
396922 

87294JL.R1084 
g3768561 

396923 

87304JL.R1084 

g4714519 

BLASTX 

gl67527 

201 

2.0e-15 

76 
55 

(M91375) This sequence shows homology with Cucumber 
peroxidase.; peroxidase; putative [Cucumis sativus] 

396924 

87330J..R1084 
g3768599 

396925 

87351_1.R1084 
g3768621 

396926 

87378 1.R1084 



50595 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3768648 
BLASTN 
g287400 
44 

2.0e-15 

68 

91 

Rice mRNA for peroxidase, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



396927 

87380_1.R1084 
g3768665 



Seq. No. 

Contig ID 
5 T -most EST 



396928 

87384_1.R1084 
g3768654 



Seq. No. 
Contig ID 
5 T -most EST 



396929 

87465_1.R1084 
g5455613 



Seq. No. 
Contig ID 
5 T -most EST 



396930 

87493JL.R1084 
g5803361 



Seq. No. 
Contig ID 
5 '-most EST 



396931 

87586JL.R1084 
g4969044 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396932 

87587_1.R1084 

g5002772 

BLASTX 

g2501499 

299 

7.0e-27 

175 

42 

INDOLE- 3-ACETATE BETA- GLUCOSYL TRANSFERASE { IAA-GLO 
SYNTHETASE) ( (URIDINE 

5 1 -DIPHOSPHATE-GLUCOSE : INDOL-3-YLACETYL) -BETA-D-GLDCOSYL 

TRANSFERASE) >gi_626043_pir A54739 indole-3-acetate 

beta-glucosyltransf erase (EC 2.4.1.121) - maize >gi_548195 
(L34847) IAA-glu synthetase [Zea mays] 



Seq. No. 
Contig ID 
5' -most EST 



396933 

87644_1.R1084 
g3768932 



Seq. No. 
Contig ID 
5 '-most EST 



396934 

87700_1.R1084 
g3768988 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



396935 

87712JL.R1084 

g4715540 

BLASTX 



50596 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



€1 



g4432860 
565 

5.0e-58 

210 

13 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 

396936 

87838JL.R1084 
g3769147 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396937 

87845JL.R1084 

g4716094 

BLASTX 

g2982301 

224 

3.0e-18 

66 

68 

(AF051235) YGLOlOw-like protein [Picea mariana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



396938 

87881_1.R1084 

g4716640 

BLASTX 

g2464913 

247 

2.0e-20 

119 

46 

(Z99708) sugar transporter like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



396939 

87900JL.R1084 
g3769214 



Seq. No. 
Contig ID 
5 '-most EST 



396940 

87937_1.R1084 
g3769228 



Seq. No. 
Contig ID 
5 '-most EST 



396941 

87945JL.R1084 
g3769236 



Seq. No. 
Contig ID 
5 '-most EST 



396942 

87968JL.R1084 
g5005444 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
. BLAST score 



396943 

87997_1.R1084 

g3769290 

BLASTN 

g5777612 

318 



50597 




E value 1.0e-179 

Match length 368 

% identity 97 

NCBI Description Oryza sativa chromosome 4 BAC q3037-207Fl complete genome 



Seq. No. 
Contig ID 
5" -mo st EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



396944 

88002_1.R1084 
g6062503 

396945 

88038_1.R1084 
g3758952 

396946 

88052_1.R1084 
g3758966 

396947 

88061_1.R1084 
g4715527 

396948 

88100_1.R1084 
g3759014 

396949 

88252_1.R1084 
g4714489 

396950 

88288JL.R1084 
g3759646 

396951 

88292_1.R1084 
g5038771 

396952 

88348_1.R1084 
g3759707 

396953 

88356_1.R1084 
g3759715 

396954 

88427_1.R1084 
g5455339 

396955 

88445_1.R1084 
g3759813 

396956 

88463JL.R1084 
g4878623 



50598 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396957 

88637JL.R1084 
g3760015 

396958 

88673_1.R1084 

g3760038 

BLASTX 

g462234 

157 

2.0e-10 

40 
78 

HISTONE H2A >gi_419741_pir S30155 histone H2A - Norway 

spruce >gi_297871_emb_CAA48030__ (X67819) histone H2A [Picea 
abies] 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396959 

88724JL.R1084 
g3760453 

396960 

88736JL.R1084 

g4879198 

BLASTX 

g6016871 

167 

2.0e-ll 

104 

39 

(AP000570) EST C98565 (E0414 ) corresponds to a region of the 
predicted gene.; hypothetical protein [Oryza sativa] 

396961 

88748_1.R1084 

g3760113 

BLASTX 

g3176667 

162 

2.0e-13 

58 
67 

(AC004393) 
gb 1001369 



Similar to hypothetical 41.9KD protein 
from sequence of Synechocystis sp. gb_D64006. 



[Arabidopsis thaliana] 
396962 

88764_1.R1084 

g3760129 

BLASTX 

g4263707 

261 

8.0e-24 

116 

56 

(AC006223) putative 70kD heat shock protein [Arabidopsis 
thaliana] 



50599 



o 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396963 

88822_1.R1084 
g3760188 

396964 

88904_1.R1084 

g3760274 

BLASTX 

g3063695 

471 

5.0e-57 

245 
53 

(AL022537) hypothetical protein [Arabidopsis thaliana] 
396965 

88928_1.R1084 
g3760297 

396966 

88929_1.R1084 

g3760310 

BLASTX 

g4584957 

429 

4.0e-59 

152 

84 

(AF077337) heat shock protein 101; 101 kDa heat shock 
protein [Zea mays] >gi_4928488_gb_AAD33606 . 1_AF133840_1 
(AF133840) heat shock protein HSP101 [Zea mays] 

396967 

88953_1.R1084 
g3760325 



396968 

88974_1.R1084 

g5771045 

BLASTX 

g4115559 

108 

7.0e-12 

47 

79 

(AB013596) UDP-glucose:anthocysnin 5- 
[Perilla frutescens] 



■O-glucosyltransf erase 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



396969 

88983J..R1084 

g3760356 

BLASTX 

g4468806 

146 

6.0e-20 

131 



50600 



"% identity 46 

NCBI Description (AL035601) cytochrome P450 monooxygenase-like protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

.Seq. No. 
Contig ID 
5 '-most EST 



396970 

89027_1.R1084 
g3760437 

396971 

89039JL.R1084 
g4879136 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 1 

E value 

Match length 

% identity 

NCBI Description 



396972 

89067JL.R1084 

g4714862 

BLASTX 

g2827713 

471 

6.0e-47 

106 

86 

(AL021684) pyridoxal-phosphate-dependent aminotransferase 
like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396973 

89095JL.R1084 
g3760472 " 
BLASTX 
g2245131 
252 

1.0e-21 

87 

64 

(Z97344) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



396974 

89099J..R1084 
g5003584 

396975 

89103_1.R1084 
g3760480 

396976 

89122_1.R1084 
g4880891 

396977 

89124JL.R1084 
g5002905 

396978 

89150J..R1084 

g5002973 

BLASTX 

gl361979 

518 



50601 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

2.0e-52 

126 

80 

serine O-acetyltransf erase (EC 2.3.1.30) - watermelon 
>gi_1350550_dbj_BAA12843_ (D85624) serine acetyltransf erase 
[Citrullus lanatus] >gi_1841312_dbj_BAA0847 9_ (D49535) 
serine acetyltransf erase. [Citrullus lanatus] 
>gi_2337772_dfaj_BAA21827_ (AB006530) serine 
acetyltransf erase [Citrullus lanatus] 

396979 

89170_1.R1084 

g3760549 

BLASTN 

g3015620 

78 

9.0e-36 

98 

95 

Zea mays low molecular weight heat shock protein precursor 
(hsp22) mRNA, nuclear gene encoding mitochondrial protein, 
complete cds 

396980 

89225_1.R1084 

g3760605 

BLASTX 

g4775576 

448 

3.0e-44 

156 

57 

(AJ238785) MUSI protein [Zea mays] 
396981 

89228_1..R1084 

g376060^ 

BLASTX 

g4006917 

345 

4.0e-32 

142' 
48 

(Z99708) putative protein [Arabidopsis thaliana] 
396982 

89243_1.R1084 

g3760624 

BLASTX 

g4415941 

364 

3.0e-42 

170 
45 

(AC006418) putative arginine-serine rich splicing factor 
[Arabidopsis thaliana] 



50602 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST^ 
Method 



396983 

89269_1.R1084 
g5004075 

396984 

89308_1.R1084 

g3762065 

BLASTX 

g2827544 

238 

8.0e-20 

59 

76 

(AL021635) HSP associated protein like [Arabidopsis 
thaliana] 



396985 

89458JL.R1084 

g3761002 

BLASTX 

g4325369 

553 

1.0e-56 

137 

72 

(AF128396) T3H13 



3 gene product [Arabidopsis thaliana] 



396986 

89505_1.R1084 

g3760889 

BLASTX 

g4097547 

331 

1.0e-30 

126 

34 

(U64906) ATFP3 [Arabidopsis thaliana] 
396987 

89636JL.R1084 
g4714320 

396988 

89744_1.R1084 

g3762193 

BLASTX 

g477815 

132 

1.0e-10 

49 

65 

ubiquitin-ribosomal protein fusion protein 
396989 

89764_1.R1084 

g5055952 

BLASTX 



- Eimeria bovis 



50603 



NCBI GI g3953471 

BLAST score 556 

E value 6.0e-57 

Match length 131 

% identity 78 

NCBI Description (AC002328) F2202.16 [Arabidopsis thaliana] 







Print - 1 rr TV) 


89800 1 R1084 


5' -most EST 


g376ll94 t 




_> y \j z> z> -L 




89874 1 R1084 


5' -most EST 


g3761270 






zoning LU 




5' -most EST 


g3761386 


beq. no. 


O -7 D 


uontxg iu 


QOO^R 1 Rl 084 

jUU JJ 1 • J\IU04 


5 '-most EST 


g4715395 


beq. wo. 


oy yft 


uonuig id 




5 T -most EST 


g5607309 


beq. no. 


t>y 


LOntly 1U 


QPinQQ 1 R1 084 


5 '-most EST 


g3761497 


beq. no. 




ooncig iu 


Qm 19 1 r i n£4 


5 '-most EST 


g4715520 


beq. wo. 




uonxig iu 




5 T -most EST 


g3761536 


beq. no. 




uoncig iu 




o -most hoi 


go / olbz j 


beq. no. 


jyoyyy 


Contig ID 


yUzoo l.Rluo4 


5' -most EST 


g3761636 


Seq. No. 


397000 


Contig ID 


90251 1.R1084 


5 f -most EST 


g5002889 


Seq. No. 


397001 


Contig ID 


90269 1.R1084 


5' -most EST 


g4714834 


Method 


BLASTN 


NCBI GI 


g5803242 


BLAST score 


649 



50604 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

694 

99 

Oryza sativa genomic DNA, chromosome 6, clone : P0535G04 
397002 

90321JL.R1084 

g3761719 

BLASTX 

g4803955 

286 

2.0e-25 

100 

58 

(AC006202) putative cyclic nucleotide and 
calmodulin-regulated ion channel protein [Arabidopsis 
thaliana] 



Deq« 1NL>. 




Lontiig lu 




d -most hto i 


g4 / lo/^i 


Method 


£SJ_iAq 1 A 






BLAST score 


215 


E value 


5.0e-17 


Match length 


/ J 


% identity 




NCBI Description 


(AF001136) zinc finger 


Seq. No. 




Contig ID 


yUozo 1.K1Uo4 


5 '-most EST 


g3761726 


beq. ino . 


Oi7 / uuo 


Contig ID 


90329 1.R1084 


5 '-most EST 


g3761727 


Seq. No. 


397006 


Contig ID 


90361 1.R1084 


5 '-most EST 


g4880692 


Method 


BLASTN 


NCBI GI 


g559342 


BLAST score 


41 


E value 


1.0e-13 


Match length 


72 


% identity 


92 


NCBI Description 


Human TBXAS1 gene for ■ 


Seq. No. 


397007 


Contig ID 


90362 1.R1084 


5' -most EST 


g4715392 


Seq. No. 


397008 


Contig ID 


90485 1.R1084 


5" -most EST 


g6062531 


Seq. No. 


397009 



50605 



o • 



Contig ID 


90497 1.R1084 


5 T -most EST 


g3761930 


Seq. No. 


397010 


Contia ID 


90498 1 R1084 


5 '-most EST 


a5900760 


Seq. No. 


397011 


Contig ID 


90620 1.R1084 


5 1 -most EST 


g3762030 


Method 


BLASTX 


NCBI GI 


g3928150 


BLAST score 


493 


E value 


1.0e-56 


Match length 


131 


% identity 


92 


NCBI Description 


f AiTl "31 04 9 } h vnot hpt i r*3 1 nTntpin \Ci ppt sri p1~ i miml 

\ J. -L. w T y 11 V K-> ' l_ llv -L. "w»Cl_L. J_ V UvXli L X d.L. -X \^ l_ _L. 1 X LULL J 


Seq. No. 


397012 


Contig ID 


90742 1 R1084 


5 ' -most EST 


g5455520 


Method 


BLASTN 


NCBI GI 


g5734616 


BLAST score 


67 




4 . Oe-29 




79 


% identity 


96 ' • 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone: P0538C01 


Seq. No. 


397013 


Contia ID 


90805 1 R1084 


5 1 -most EST 


a6025T4 8 

y u w ^ j j. ^ o 


\^ VJ . 1_1 \J . 


397014 


Pont i a TD 


90811 1 R1084 


5 ' -most EST 


g4715518 


Method 


BLASTX 


NCBI GI 


g2388999 


BLAST score 


153 


E value 


8. 0e-10 


Match length 


98 


% identity 


34 


NCBI Description 


(Z98981) hypothetical protein [Schizosaccharomyces pombe] 


Sea. No 


397015 


Contig ID 


90861 1.R1084 


5 T -most EST 


g3762313 


Seq. No. 


397016 


Contig ID 


90862 1.R1084 


5 '-most EST 


g3762277 


Seq. No. 


397017 


Contig ID 


90866 1.R1084 


5' -most EST 


g3762383 


Seq. No. 


397018 



50606 



o 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



90891J..R1084 
g4714138 

397019 

90900_2.R1084 
g3762315 

397020 

90901JL.R1084 

g3762316 

BLASTX 

g4262234 

236 

9.0e-22 

150 

42 

(AC006200) unknown protein [Arabidopsis thaliana] 
397021 

90903_1.R1084 
g4714098 

397022 

90905_1.R1084 
g3762320 

397023 

90925J..R1084 
g3762340 

397024 

90978_1.R1084 

g5004281 

BLASTX 

g6056388 

239 

7.0e-20 

137 

32 

(AC009324) 26S proteasome ATPase subunit [Arabidopsis 
thaliana] 

397025 

90989J..R1084 

g4715153 

BLASTX 

g4558591 

311 

3.0e-28 

78 

71 

(AC006555) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] >gi_4662638_gb_AAD26909. 1_AC007233_1 (AC007233) 
putative beta-1, 3-glucanase [Arabidopsis thaliana] 

397026 

90998 1.R1084 



50607 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3762476 
BLASTX 
g4512674 
254 

1.0e-21 

159 
26 

(AC006931) 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



397027 

91035JL.R1084 
g5038708 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



397028 

91070_1.R1084 
g3762487 

397029 

91073JL.R1084 
g4107124 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397030 

91076_1.R1084 

g4107127 

BLASTN 

g5295936 

100 

7.0e-49 

211 

87 

Oryza sativa genomic DNA, 
complete sequence 



chromosome 6, clone: P0681F10/ 



Seq. No. 

Contig ID 

5' -most EST 

Method - - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397031 

91129_1.R1084 

g4714758 

BLASTX 

g4415923 

286 

3.0e-25 

149 

43 

(AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



397032 

91195JL.R1084 
g4714673 

397033 

91217_1.R1084 

g4714728 

BLASTX 

g5052007 

438 

2.0e-43 
97 



50608 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 



HI 

79 

(AF155121) apoplastic invertase [Oryza sativa subsp. 
indica] 

397034 

91254J..R1084 
g4880971 

397035 

91289J..R1084 

g4714767 

BLASTX 

g4102839 

627 

1.0e-103 

328 

60 

(AF016713) LeOPTl [Lycopersicon esculentum] 
397036 

91299JL.R1084 
g4714777 

397037 

91351JL.R1084 
g4716687 

397038 

91369J..R1084 

g4714847 

BLASTX 

g5732066 

192 

4.0e-29 

168 

32 

(AF147263) contains similarity to Medicago truncatula N7 
protein (GB:Y17613) [Arabidopsis thaliana] 

397039 

91397JL.R1084 
g4716059 

397040 

91430_1.R1084 
g4714910 

397041 

91457JL.R1084 
g4714937 

397042 

91573JL.R1084 
g4715053 

397043 

91580 1.R1084 



50609 





5' -most EST 


a4715060 




Sea No 


397044 




Contia ID 


91586 1 R1Q84 




5 1 -most EST 


a4715066 




Method 


BLASTX 




NCBI GI 


g2980770 




BLAST score 


169 




E value 


1 . Oe-11 




Matnh "I print h 


4 7 




% identity 


68 




NCBI Description 


(AL022198) putative protein kinase [Arabidopsis thaliana] 




Seg. No. 


397045 




Contig ID 


91759 1.R1084 




5* -most EST 


g4715699 




Seg. No. 


397046 




■'■ Contig ID 


91798 1.R1084 


s 


5' -most EST 


g5803502 




Seg. No. 


397047 




Contia ID 


x . x\x u o y 


J ™ 


5 1 -most EST 


rr471 4Ts^ 






/ \J *± o 


nss= 








5 ' -most EST 


a4 71 7 




Method 


BLASTX 




NCBI GI 


g5080773 


f™ 


BLAST score 


220 




E valnp 


2 Op-17 




Matrh 1 pnrrth 




f*! 


§; -i Hpnt* 1 +• v 

O _I_ vA^JLi. U. X L- y 


46 




LH WJ—' _1_ L/C O J LULXUll 


vriwuu/o/uy nyptj Lxic LiL-cii pxucexix [_"raoxaopsx.s tnaxxanaj 




Sea No 


^Q704Q 

O ZJ 1 KJrx J 




Contia TD 


QTRS? 1 R10R4 




5 f —most EST 


rr4R7fi^6R 




Method 


BLASTX 




NCBI GI 


g5911685 




BLAST score 


753 




E va ] np 


4 flP-RD 




Match "1 print* h 


179 




% identity 


79 




NCBI Dpsrrin1""i nn 


fYllQQf^ nrntain fMi fn1--i ana f ahannml 
\±±±Z/zt\jJ ITJaIX ^XULclIl [LNXOUL.Xa.Xlci taDaCUlTlJ 




Spa No 


J -3 / UJU 




<^KJll\ — LLj J. L/ 


Q1 RQ1 1 PI PiQA 




S 1 —most EST 


rr4 71 fi"61 0 
y ^ / x u u x u 




Method 


RT.ASTX 

UXliT.O J. z\ 




NCBI GI 


g5107831 




BLAST score 


265 




E value 


1.0e-30 




Match length 


145 




% identity 


53 




NCBI Description 


(AF149413) contains similarity to protein kinase domains 



50610 



o • 

(Pfam F00069, Score=162.6, E=6.8e-45, N=l) and leucien rich 
repeats (Pfam PF00560, Score=210.7, E=2.2e-59, N=10) 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397051 

91897_1.R1084 

g4715565 

BLASTX 

g3860263 

279 

3.0e-29 

102 

67 

(AC005824) putative cytochrome p450 protein [Arabidopsis 
thaliana] 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397052 

91923_1.R1084 

g4714441 

BLASTN 

g5257255 

57 

3.0e-23 

318 

64 

Oryza sativa genomic 



DNA, chromosome 8, clone : P0026F07 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



397053 

91978_1.R1084 
g5607300 

397054 

91997JL.R1084 
g4715482 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397055 

92055JL.R1084 

g4715541 

BLASTX 

g5802576 

499 

5.0e-50 

237 

44 

(AF174294) (+) -delta-cadinene sythase 



[Gossypium arboreum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



397056 

92063_1.R1084 
g5803524 

397057 

92081JL.R1084 

g4715568 

BLASTX 

gl931644 

238 

2.0e-19 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 

110 
39 

(U95973) membrane protein PTM1 precursor isolog 
[Arabidopsis thaliana] 

397058 

92100JL.R1084 
g4716745 

397059 

92118_1.R1084 

g4715605 

BLASTX 

g4581163 

246 

2.0e-20 

106 

53 

(AC006220) unknown protein [Arabidopsis thaliana] 
397060 

92179_1.R1084 
g5005244 

397061 

92216_1.R1084 

g4715703 

BLASTX 

gl502430 

878 

1.0e-94 

213 

77 

(U62331) phosphate transporter [Arabidopsis thaliana] 
>gi_2564661 (AF022872) phosphate transporter [Arabidopsis 
thaliana] >gi_3869206_dbj_BAA34398_ (AB016166) Phosphate 
Transporter 4 [Arabidopsis thaliana] >gi_3928081 (AC005770) 
phosphate transporter, AtPT2 [Arabidopsis thaliana] 

397062 

92226JL.R1084 
g4716474 



397063 

92272__1.R1084 

g4715759 

BLASTN 

g5091496 

684 

0.0e+00 

760 

99 

Oryza sativa genomic DNA, 
complete sequence 



chromosome 6, clone P0680A03, 



Seq. No. 
Contig ID 



397064 

92334 1.R1084 
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5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



€1 



g4715821 
BLASTX 
g2618637 - 
296 

8.0e-27 

105 

40 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
397065 

92335JL.R1084 
g4715937 



Seq. No* 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 



397066 

92345_1.R1084 
g4715832 

397067 

92353J..R1084 
g5002955 

397068 

92362_1.R1084 
g4715850 

397069 

92401_1.R1084 
g4715889 

397070 

92426JL.R1084 
g4715914 



Seq. No. 

Contig ID 

5 '-most EST 

.Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397071 

92432_1.R1084 

g4715920 

BLASTX 

gl805254 

494 

1.0e-49 

140 

73 

(U62622) monogalactosyldiacylglycerol synthase [Cucumis 
sativus] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



397072 

92471JL.R1084 
g4715960 

397073 

92487JL.R1084 

g4715977 

BLASTX 

g2822483 

463 

6.0e-46 
149 



50613 



% identity 61 

NCBI Description (AF039709) 14-3-3 protein homolog [Maackia amurensis] 



Seq. No. 
Contig ID 
5 '-most EST 



397074 

92551_1.R1084 
g4716042 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397075 

92580_1.R1084 

g4716071 

BLASTX 

g4874309 

297 

2.0e-26 

88 
60 

(AC006053) biotin holocarboxylase synthetase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



397076 

92637_1.R108' 
g4716128 



Seq. No. 
Contig ID 
5 ' -most EST 



397077 

92639J..R1084 
g4716130 



Seq. No. 
Contig ID 
5 '-most EST 



397078 

92653_1.R1084 
g4716144 



Seq. No. 

Contig ID 
5' -most EST 



397079 

92673_1.R1084 
g4716164 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397080 

92678_1.R1084 

g4716171 

BLASTN 

g6069643 

130 

9.0e-67 

336 

13 

Oryza sativa genomic 



DNA, chromosome 6, clone : P0514G12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397081 

92707_1.R1084 

g4716200 

BLASTX 

g4580513 

406 

2.0e-39 

112 

66 

(AF036300) scarecrow-like 



1 [Arabidopsis thaliana] 
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0 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397082 

92748_1.R1084 

g4716241 

BLASTX 

g2828296 

154 

6.0e-10 

30 

93 v 

(AL021687) RNase L inhibitor-like protein [Arabidopsis 
thaliana] 

397083 

92753_1.R1084 

g4716246 

BLASTX 

g3128217 

296 

1.0e-26 

84 

74 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
>gi_3337374 (AC004481) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



397084 

92792_1.R1084 
g4716285 

397085 

92800_1.R1084 

g4716293 

BLASTX 

g6006874 

230 

6.0e-19 

105 

45 

(AC008153) putative UDP-glucuronosyltransferase, 
[Arabidopsis thaliana] 

397086 

92807JL.R1084 
g4716300 



5 1 partial 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397087 

92846_1.R1084 

g4716339 

BLASTX 

g5803264 

725 

1.0e-7 6 

136 

100 

(AP000399) ESTs AU057456 (S21460) , AU057455 (S21460) 
correspond to a region of the predicted gene; similar to 
cytochrome c oxidase subunit Vb precursor (D85381) [Oryza 



50615 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig JD 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

sativa] 
397088 

92875_1.R1084 

g4716601 

BLASTX 

g2213611 

396 

9.0e-54 

179 

66 

(AC000103) F21J9.5 



[Arabidopsis thaliana] 



397089 

92913_1.R1084 

g4716762 

BLASTX 

g2801538 

152 

4.0e-12 

99 

45 

(AF039532) harpin induced gene 1 homolog [Oryza sativa] 
397090 

92980_1.R1084 
g4716476 

397091 

92981_1.R1084 

g4716477 

BLASTX 

g4510375 

169 

2.0e-21 

107 

72 

(AC007017) putative homeotic protein BEL1 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST .score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



397092 

92988_1.R1084 
g4716484 

397093 

92996_1.R1084 

g4716493 

BLASTX 

g2245118 

277 

2.0e-24 

80 

69 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
397094 

93138 1.R1084 



50616 



5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4716638 
BLASTX 
g5732079 
188 

9.0e-14 

71 

49 

(AF162444) 



No definition line found [Arabidopsis thaliana] 



397095 

93276JL.R1084 
g4716779 

397096 

93307_1.R1084 
g4716811 

397097 

93342JL.R1084 
g4716848 

397098 

93348JL.R1084 
g4716854 

397099 

93349_1.R1084 
g4716882 

397100 

93396 Jl.R1084 

g4714393 

BLASTX 

g3608481 

185 

2.Ge-13 

66 

58 

(AF088913) ribosomal protein L27a [Petunia x hybrida] 
397101 

93424JL.R1084 
g5607368 

397102 

93437JL.R1084 

g4969378 

BLASTX 

g3334441 

204 

1.0e-15 

98 
29 

HYPOTHETICAL 47.9 KD PROTEIN T5I7.9 IN CHROMOSOME II 
>gi_2642161 (AC003000) hypothetical protein [Arabidopsis 
thaliana] 
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o 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397103 

93512_1.R1084 
g4714170 

397104 

93604_1.R1084 
g4714265 

397105 

93725JL.R1084 
g5003210 

397106 

93775JL.R1084 
g4714442 

397107 

93779_1.R1084 
g4714447 

397108 

93859JL.R1084 

g4714559 

BLASTX 

gl890311 

236 

1.0e-19 

76 

66 

(Y11789) peroxidase ATP23b [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



397109 

93887_1.R1084 
g4714572 

397110 

93988_1.R1084 
g4878184 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397111 

93991JL.R1084 

g4878187 

BLASTX 

g2435511 

166 

2.0e-ll 

71 

46 

(AF024504) contains similarity to prolyl 4 -hydroxylase 
alpha subunit [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



397112 

94015JL.R1084 

g4878214 

BLASTX 

g5106764 

345 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-32 

136 

57 

(AF073329) eukaryotic translation initiation factor 3 large 
subunit [Zea mays] 

397113 

94033_1.R1084 
g4878240 

397114 

94051_1.R1084 
g4878252 

397115 

94060JL.R1084 
g4878328 

397116 

94077_1.R1084 

g4878311 

BLASTX 

g2746086 

563 

5.0e-58 
121 

88 ' 

(AF025292) putative high-affinity potassium transporter 
[Hordeum vulgare] 

397117 

94086JL.R1084 

g4878288 

BLASTX 

g2098778 

183 

9.0e-19 

65 
78 

(U96045) APS reductase [Arabidopsis thaliana] 
397118 

94105JL.R1084 
g4878313 

397119 

94231JL.R1084 

g5003481 

BLASTX 

g2244990 

904 

1.0e-97 

231 

74 

(Z97340) putative protein [Arabidopsis thaliana] 



Seq. No. 



397120 



50619 



o 



Contig ID 94245JL .R1084 

5 f -most EST g4878452 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397121 

94255J..R1084 

g5003466 

BLASTX 

g4733981 

180 

3.0e-15 

58 

58 

(AC007268) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig- ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



397122 

94299JL.R1084 
g5701686 

397123 

94301_1.R1084 
g4878510 

397124 

94304_1.R1084 
g4878520 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397125 

94395_1.R1084 

g4878613 

BLASTX 

gl857447 

149 

1.0e-09 

92 

42 

(U82367) UDP-glucose glucosyltransf erase 
tuberosum] 



[Solanum 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397126 

94436JL.R1084 

g4878657 

BLASTX 

g3063698 

379 

1.0e-40 

137 

65 

(AL022537) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



397127 

94445_1.R1084 

g4878711 

BLASTX 

g6094552 

214 

5.0e-17 



50620 



Hatch length 156 
% identity 37 

NCBI Description (AC010676) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397128 

94549_1.R1084 

g4878774 
BLASTX 
gl871187 
302 

1.0e-27 

114 

54 

(U90439) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



397129 

94554__1.R1084 
g4878779 

397130 

94559J..R1084 
g4878783 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397131 

94588_1.R1084 

g5803392 

BLASTX 

g4884860 

299 

5.0e-27 

133 

53 

(AF133118) nucleic acid binding protein [Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



397132 

94657JL.R1084 
g4878884 

397133 

94670JL.R1084 
g4878894 

397134 

94682JL.R1084 
g4878907 

397135 

94688_1.R1084 
g4878915 

397136 

94783_1.R1084 
g4879012 

397137 

94811_1.R1084 
g5701698 



50621 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



BLASTX 

g4510349 

260 

2.0e-22 

125 

52 

(AC006921) 
thaliana] 



putative bZIP transcription factor [Arabidopsis 



397138 

94825J..R1084 

g4879140 

BLASTX 

g5777683 

151 

1.0e-09 

81 

44 

(AL109989) hypothetical protein SCJ12.22 
coelicolor A3 (2) ] 



[ Streptomyces 



397139 

94833_1.R1084 

g4879138 

BLASTX 

g4309734 

336 

3.0e-31 

166 

44 

(AC006439) putative 26S proteosome regulatory subunit 
[Arabidopsis thaliana] 

397140 

94866_1.R1084 
g4879095 

397141 

94883JL.R1084 
g4879112 

397142 

94899_1.R1084 

g6062538 

BLASTX 

g4538911 

191 

3.0e-18 

84 

57 

(AL049482) hypothetical protein [Arabidopsis thaliana] 
397143 

94900_1.R1084 
g4879129 
BLASTX 
g3540179 



50622 



BLAST score 160 
E value 7.0e-ll 
Match length 36 
% identity 83 

NCBI Description (AC004122) putative amino acid permease [Arabidopsis 
thaliana] 



Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



397144 

94906J..R1084,. 
g5004180 

397145 

94922JL.R1084 
g4879166 

397146 

94945_1.R1084 

g4879267 

BLASTN 

g4521194 

239 

1.0e-132 

416 

91 

Oryza sativa DNA, 

397147 ^ 

94959_1.R1084 

g4879192 



centromere sequence RCB11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397148 

95074_1.R1084 

g5004513 

BLASTX 

gl763972 

196 

1.0e-17 

69 

74 

(U81385) heat shock 



protein [Oryza sativa] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



397149 

95136JL.R1084 
g5004944 

397150 

95228 JL.R1084 
g4879478 

397151 

95234_1.R1084 

g5004829 

BLASTX 

g4514716 

211 

1.0e-16 
102 
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% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



O 

32 ' 

(AB017533) EPc [Nicotiana tabacum] 
397152 

95235JL.R1084 

g4879533 

BLASTX 

g3142303 

265 

5.0e-23 

139 

44 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L49379 from Rattus norvegicus. 

[Arabidopsis thaliana] 

397153 

95245_1.R1084 
g4880391 

397154 

95265_1.R1084 
g4880605 

397155 

95302_1.R1084 

g4879557 

BLASTX 

g3152731 

403 

3.0e-39 

120 

69 

(AF056325) myo-inositol 1-phosphate synthase; INOl [Hordeum 
vulgare] 

397156 

95318JL.R1084 

g4879665 

BLASTX 

g322752 

591 

2.0e-65 

153 

81 

auxin-independent growth promoter - Nicotiana tabacum 
>gi_559921_emb_CAA56570_ (X80301) axi 1 [Nicotiana tabacum] 

397157 

95321JL.R1084 

g4879634 

BLASTX 

g5262796 

293 

2.0e-26 
106 



50624 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

(AL080282) putative protein [Arabidopsis thaliana] 
397158 

95327_1.R1084 
g4879584 

397159 

95375_1.R1084 

g4879637 

BLASTX 

g4138581 

126 

7.0e-ll 

111 
24 

(X98474) mitochondrial energy transfer protein [Solanum 
tuberosum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



397160 

95376JL.R1084 

g4879649 

BLASTX 

g4467124 

160 

1.0e-10 - 

143 

27 

(AL035538) hypothetical protein [Arabidopsis thaliana] 
397161 

95377_1.R1084 
g4879641 

397162 

95401JL.R1084 

g4879666 

BLASTX 

g5734781 

143 

1.0e-08 

105 

35 

(AC007980) 89719 [Arabidopsis thaliana] 
397163 

95404_1.R1084 
g4879689 

397164 

95437J..R1084 

g4879706 

BLASTN 

g4512226 

243 

1.0e-134 
465 



50625 



o # 

% identity 90 

NCBI Description Oryza sativa gypsy-type retrotransposon RIRE3 DNA, internal 
region, complete sequence 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397165 

95453_1.R1084 

g4880460 

BLASTX 

g5764630 

316 

3.0e-29 

61 

93 

(AF173816) bell-like homeodomain 



2 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



397166 

95454_1.R1084 
g4879753 

397167 

95474_1.R1084 
g4880266 

397168 

95504JL.R1084 
g5004651 

397169 

95509_1.R1084 
g5004880 

397170 

95515JL.R1084 
g4880530 

397171 

95527_1.R1084 
g4880653 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397172 

95535JL.R1084 

g4879805 

BLASTN 

g2780745 

50 

6.0e-19 

57 
96 

Oryza sativa mRNA 
complete cds 



for plastid RNA polymerase sigma factor, 



Seq. No. 397173 

Contig ID 95537_1 . R1084 

5' -most EST g4879812 

Seq. No. 397174 

Contig ID 95560_1 . R1084 



50626 



5' -most EST 

Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5'' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBr Description 



g5607451 
397175 

95562_1.R1084 

g4880730 

397176 

95566JL.R1084 
g4879836 

397177 

95574JL.R1084 

g4879844 

BLASTX 

g4455171 

173 

2.0e-12 

76 
50 

(AL035521) hypothetical protein [Arabidopsis thaliana] 
397178 

95577_1.R1084 

g4879847 

BLASTX 

g2245036 

244 

1.0e-20 

109 

56 

(Z97342) triacylglycerol lipase like protein [Arabidopsis 
thaliana] 

397179 

95583JL.R1084 
g4879853 

397180 

95669_1.R1084 
g4879941 



397181 

95672__1.R1084 

g4879944 

BLASTX 

g3122313 

330 

2.0e-30 

100 

62 

LEC14B HOMOLOG >gi_2351587 
armeniaca] 



(U82760) LEC14B homolog [Prunus 



Seq. No. 
Contig ID 
5 '-most EST 



397182 

95674J..R1084 
g4879992 



50627 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397183 

95678J..R1084 
g4879979 

397184 

95692J..R1084 

g4879975 

397185 

95698JL.R1084 

g4879974 

BLASTX 

g4581047 

124 

7.0e-19 

212 

39 

(AF134807) putative dihydrof lavonol reductase [Oryza 
sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5* -most EST 
Method 
NCBI GI 
BLAST score 
E value 
" Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 



397186 

95722JL.R1084 

g4880000 

BLASTX 

g6090879 

432 

1.0e-50 

137 

69 

(AF169966) putative cycloartenol synthase 



[Oryza sativa] 



397187 

95754_1.R1084 
g4880032 

397188 

95852JL.R1084 
g4880148 

397189 

95874JL.R1084 
g4880169 

397190 

95942JL.R1084 

g4880242 

BLASTX 

g4587595 

148 

2.0e-13 

78 
47 

(AC006951) putative proline-rich protein APG [Arabidopsis 
thaliana] 

397191 

96420 1.R1084 



50628 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. -No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 



© • 

g5816522 
BLASTN 
g5922603 
44 

3.0e-15 

134 

93 

Oryza sativa genomic DNA, chromosome 1, clone : P0705D01 
397192 

96537J..R1084 

g4880865 

BLASTX 

g3335378 

309 

3.0e-28 

78 

78 

(AC003028) Myb-related transcription activator [Arabidopsis 
thaliana] 



397193 

96544_1.R1084 

g4880872 

BLASTX 

g3786007 

242 

3.0e-20 

149 

35 

(AC005499) hypothetical protein 
397194 

96555JL.R1084 
g4880884 



[Arabidopsis thaliana] 



397195 

96603_1.R1084 

g4880931 

BLASTX 

g2494116 

569 

4.0e-83 

193 

79 

(AC002376) Similar to Synechocystis hypothetical protein 
(gb_D90915) . [Arabidopsis thaliana] 

397196 

96696_1.R1084 
g4881030 

397197 

96731_1.R1084 
g4881060 

397198 

50629 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96732_1.R1084 

g4881138 

BLASTX 

gl514643 

439 

2.0e-43 

134 

63 

(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 
397199 

96783_1.R1084 
g4881112 

397200 

96815JL.R1084 

g4881148 

BLASTX 

g294845 

301 

9.0e-38 

101 

74 

(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397201 

96886JL.R1084 

g6012825 

BLASTX 

g4836931 

169 

8.0e-19 

99 
37 

(AC006085) Hypothetical protein [Arabidopsis thaliana] 
397202 

96989_1.R1084 

g4968805 

BLASTX 

g4503521 

331 

7.0e-36 

111 

66 

murine mammary tumor integration site 6 (oncogene homolog) 
>gi_2498490_sp_Q64252_INT6_MOUSE VIRAL INTEGRATION SITE 
PROTEIN INT- 6 >gi_2114363 (U62962) similar to mouse Int-6 
t [Homo sapiens] >gi_2351382 (U54562) eIF3-p48 [Homo sapiens] 
>gi_2688818 (U85947) Int-6 [Homo sapiens] >gi_2695701 
(U94175) mammary tumor-associated protein INT6 [Homo 
sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



397203 

96990_1.R1084 
g4968822 



50630 





Seq. No. 


397204 




Contig ID 


96992 1.R1084 




5 '-most EST 


g4 968816 




Seq. No. 


397205 




Contig ID 


97026 1.R1084 




5' -most EST 


g4968776 




Method 


BLASTX 




NCBI GI 


g2760323 




BLAST score 


233 




E value 


2.0e-19 




Match length 


57 




% identity 


33 




NCBI Description 


(AC002130) F1N21.8 




Seq. No. 


397206 




Contig ID 


97240 1 R1084 


u 


5 1 -most EST 


g4 9 68 98 9 




Seq. No. 


397207 




Contig ID 


97344 1.R1084 




5 f -most EST 


g4969095 




Method 


BLASTX 




NCBI GI 


g2934884 




BLAST score 


115 




E value 


5.0e-09 


S? 


Match length 


72 








k." 


NCBI Description 


(L28003) TGACG-mot 




Seq. No. 


397208 


1^ 


Contig ID 


97396 1.R1084 




5 '-most EST 


g5002819 




Method 


BLASTX 




NCBI GI 


g5733885 




BLAST score 


520 




E value 


1. 0e-101 




Match length 


265 




% identitv 


73 




NCBI Descrintion 








gene. [Arabidopsis 




Seq. No. 


397209 




Contig ID 


97415 1.R1084 




5' -most EST 


g4969l69 




Method 


BLASTX 




NCBI GI 


gl66341 




BLAST score 


261 




E value 


8 Oe-37 




Match length 


171 




% identity 


49 




NCBI Description 


(M98267) alliinase 






allinase [Allium c< 




Seq. No. 


397210 




Contig ID 


97426 1.R1084 



[Arabidopsis thaliana] 



[Allium cepa] >gi_1044969 (L48614] 
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5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4969180 
397211 

97436JL.R1084 

g4969205 

BLASTX 

gl38132 

463 

1.0e-46 

89 
98 

A AND A* PROTEINS (GPA) >gi_75748_j>ir ZABPF4 gene A 

protein - phage phi-X174 >gi_216020 (J02482) A (rf 
replication, viral strand synthesis) [Bacteriophage 
phi-X174] >gi_1667374_emb_CAA24351_ (V01128) RF DNA 
replication [coliphage phiX174] 







397212 






Q7A79 1 T31 ORA 


%J 

::.f! 




nA 96999 6 


w - 


oeg. no. 


/ zij 


6J 




Q7 ci ci pi CiQA 




o musi. EiOX 


go DU / OD / 


c 




*3Q7?1 4 

.7 / jI. J_ *± 


Lsr 


Contig ID 


97536 1.R1084 




5' -most EST 


g4969435 




Seq. No, 


397215 




Contig ID 


97548 1.R1084 




5' -most EST 


g4969309 




Seq. No. 


397216 




Contig ID 


97565 1.R1084 




5 '-most EST 


g4969320 




~Seq. No. 


397217 




Contig ID 


97577 1.R1084 




5' -most EST 


g5455356 




Method 


BLASTN 




NCBI GI 


g5295936 




BLAST score 


419 




E value 


0.0e+00 




Match length 


608 




% identity 


98 




NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone : P0681F10, 






complete sequence 



Seq. No. 
Contig ID 
.5' -most EST 

Seq. No. 
Contig ID 
S'-most EST 



397218 

97653JL.R1084 
g4969425 

397219 

97662JL.R1084 
g4969419 



50632 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397220 

97722__1.R1084 

g5002760 

BLASTX 

g5734759 

373 

8.0e-36 

129 

52 

(AC007651) Similar to Cytochrome P450 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



397221 

97819_1.R1084 
g5607543 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397222 

97864_1.R1084 

g5002904 

BLASTX 

gl707017 

255 

3.0e-46 

120 

70 

(U78721) RNA helicase isolog [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length" 

% identity 

NCBI Description 



397223 

97917JL.R1084 

g5004800 

BLASTX 

g4140398 

395 

3.0e-38 

118 

64 

(AF081794) sterol-C5(6) 



-desaturase [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397224 

97938JL.R1084 

g5002979 

BLASTX 

g3183413 

214 

5.0e-17 

135 
44 

HYPOTHETICAL PROTEIN MTH1505 >gi_2622622 (AE000910) 
N-ethylammeline chlorohydrolase homolog [Methanobacterium 
thermoaut ot r ophicum] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



397225 

97943JL.R1084 

g5002984 

BLASTX 

g2980790 

205 



50633 



o • 



E value 


9. Oe-16 




96 


% identity 


43 


NCBI Description 


(AL022197) hypothetical protein [Arabidopsis thaliana] 


Qprr NO 


397226 


Conticr ID 


97954 1.R1084 




a 5 003057 




397227 




98043 1 R1084 


5 '-most EST 


a5003731 


Method. 


BLASTX 


NCBI GI 


g5733874 


BLAST score 


192' 


F" V3 1 lip 


1 0p-14 






?; "i Hpnt" "i t v 
o lucin — l _y 


75 




( ACOOl PI 1 A1 7 ft r Arabi Hnnqj ' thaliana 1 




397228 




QQlfif) 1 R1084 

± UU X » £\X UUl 


5 1 -mn^t F.ST 


a5 00 5^00 


Mpt hod 


BLASTN 


NCBI GI 


g5803242 


BLAST score 


34 


E value 


4.0e-09 


Match length 


87 


% identity 


85 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone: P0535G04 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397229 

98258JL.R1084 

g5443704 

BLASTX 

g266944 

474 

7.0e-48 

90 

94 

60S RIBOSOMAL PROTEIN L2 (L8) (RIBOSOMAL PROTEIN TL2) 

>gi_71078jpir R5TOL8 ribosomal protein L8, cytosolic - 

tomato >gi_19343_emb_CAA458 63_ (X64562) ribosomal protein 
L2 [Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



397230 

98342 JL.R1084 
g5003352 

397231 

98536_1.R1084 
g6012901 

397232 

98607_1.R1084 

g5003635 

BLASTX 
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IP V 




gozyouoi 


curio x score 


jDU 


Hi Value 


;? • ue ofi 


Match length 


191 


% identity 


35 


NT TU T T™^ /**\ £™» /"i •v** n ir^ +■ t j*"s 

iNutji uesenpnon 


v/ioUU/D/4j aitimo acxa carrier lkiciiius conununisj 




O :? / ZOO 


comzig id 


no £Ti i i ni no yi 




gouu oooy 


Method 




■\T^"DT CT 

bl 


go o / uoio 


Dijiib i score 


con 


Hi value 


i . ue do 


Match length 


161 


% identity 


80 


NCB1 Description 


lAri/uyuyj oiinui protein [Araoictopsis Tznananaj 


oeq. w o . 


J? / Z Oft 


oonng id 


yob/o l.KlUo4 


■J IllUSC ILOi 


gouuo / ui? 


Method 


DT TIC rrrv 


JNLJdI bl 


goo4 yo / 1 


"D T ACT 1 o i~* 

Djjrio i score 


91 1 
z 1 1 


Hi value 


0 • ue 1 ^ 


Match length 


157 


% identity 


46 


jnLxdI Description 


tALUoioy4) nypotnetical protein [Arabiaopsis tnaiiana, 


oeq. 1NO . 


O Q'7 ooc 

0 y / zoo 


Lontig iu 


yobo4 l.RlUo4 


O IUOSL LOl 


gouuo / 10 


Metnoa 


BIiASTX 


NCBI GI 


gzz4512o 


nLiAo i score 


iy y 


E value 


d . ue— 10 


Match length 


87 


% identity 


45 


jnujdi Description 


(Z 9734 3) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


397236 


Contig ID 


98693_1.R1084 


0 "ItlOSL HiDl 


gouuo / z4 


o e . LN O * 


Oi? / ZO / 


contig id 


AQTAQ -J ni AO/I 

yo/uy i.RiUo4 


0 — ItlOSt Hibl 


gouuo /4z 


Method 


DT HP rp"V 

BLAbTX 


NCBI GI 


g3386603 


niiiioi score 


001 
zzl 


cj value 


1 • ue — 1 / 


Match length 


64 


% identity 


66 


incdi Description 


(AC004665) unknown protein [Arabidopsis thaliana] 


Seq. No. 


397238 


Contig ID 


99002_1.R1084 



50635 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



© • 

g5004108 
BLASTN 
g287392 
343 

0.0e+00 

343 

100 

Oryza sativa mitochondrial gene for tRNAs, complete 
sequences 

397239 

99083JUR1084 

g5004194 

BLASTX 

g477226 

802 

6.0e-91 

181 * 
93 

heat shock protein HSP82 - maize >gi_300083_bbs_130886 
(S59780) HSP82=82 kda heat shock protein [Zea mays, 
seedling, leaves, Peptide, 715 aa] [Zea mays] 



397240 

99094_1.R1084 

g5004306 

BLASTX 

g4138912 

331 

6.0e-31 

93 
62 

(AF059487) expansin precursor 
397241 

99156_1.R1084 
g5004273 



[Lycopersicon esculentum] 



397242 

99195JL.R1Q84 

g5851002 

BLASTN 

g6063530 

36 

2.0e-10 

155 

55 

Oryza sativa genomic DNA, chromosome 3, clone : P0043E01 
397243 

99198_1.R1084 

g5004316 

BLASTN 

g5042437 

135 

1.0e-69 

405 



50636 



o • 

% identity 98 

NCBI Description Oryza sativa BAC T49B20 genomic sequence, complete sequence 

Seq. No. 397244 
Contig ID 99213J..R1084 
5' -most EST g5667164 
Method BLASTX 
NCBI GI g5734621 
BLAST score 726 
E value 5.0e-77 
Match length 163 
% identity 89 

NCBI Description (AP000391) ESTs AU067992 (C11433) , AU077424 (C11433) 

correspond to a region of the predicted gene.; Similar to 
ABC transporter-7 (U43892) [Oryza sativa] 



O c q • IN U • 


397245 


Contig I'D 


99479 1.R1084 


5 '-most EST 


g5455425 






Contig ID 


99484 1.R1084 


5' -most EST 


g5455432 


o e q ♦ in o * 


^Q79 LI 






RI-wAof "COT 

o —most: box 


gouuoiuy 


beq. no. 


OQ7 OA Q 


oonnig ±u 




D IuOSL iiiOl 


y D I 1 ft 


Seq. No. 


397249 


Contig ID 


99661 1.R1084 


5 '-most EST 


g5004809 


Seq. No. 


397250 


Contig ID 


99737 1.R1084 


5 '-most EST 


g5667360 


Seq. No. 


397251 


Contig ID 


99762 1.R1084 


5 '-most EST 


g5005136 


Seq. No. 


397252 


Contig ID 


99821 1.R1084 


5 '-most EST 


g5004967 


Method 


BLASTX 


NCBI GI 


gl399307 


BLAST score 


183 


E value 


1.0e-13 


Match length 


63 


% identity 


54 



NCBI Description (U41475) phosphoinositide-specif ic phospholipase C P25 
[Glycine max] 

Seq. No. 397253 



50637 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



99829_1.R1084 
g5004971 

397254 

99874_1.R1084 
g5005493 

397255 

100223__l.sa084 
g5055992 

397256 

100274_1.R1084 
g5038931 

397257 

100285J..R1084 
g5038601 

397258 

100288_1.R1084 
g5038654 

397259 

100325_1.R1084 
g5038946 

397260 

100336__1.R1084 

g5039052 

BLASTX 

g2370459 

148 

4.0e-09 

41 

71 

(Y11987) FPF1 protein [Sinapis alba] 
397261 

100426_1.R1084 

g5039153 

BLASTX 

gl35440 

638 

8.0e-67 

123 

98 

TUBULIN ALPHA CHAIN >gi_71581_pir UBUTA tubulin alpha 

chain - Trypanosoma brucei rhodesiense >gi_162320 (K02836) 
alpha tubulin [Trypanosoma brucei] 

397262 

100479_1.R1084 
g5038806 

397263 

100487 1.R1084 



50638 



5' -most EST 



g5038809 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397264 

100547J..R1084 

g5038870 

BLASTN 

g5091496 

54 

3.0e-21 

183 P~ 
39 

Oryza sativa genomic DNA, 
complete sequence 



chromosome 6, clone P068GA03, 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397265 

100648_1.R1084 

g5039022 
BLASTX 
g6056210 
131 

4.0e-15 

67 
66 

(AC009400) calmodulin-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



397266 

100806J..R1084 
g5039141 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397267 

100838_1.R1084 

g5055946 

BLASTX 

g422261 

264 

7.0e-23 

119 

43 

DNA ligase 
(fragment) 
[Crithidia 



(ATP) (EC 6.5.1.1) - Crithidia fasciculata 
>gi_312384__emb_CAA80615_ (Z23078) DNA ligase I 
fasciculata] 



Seq. No. 

Contig ID 
5' -most EST 



397268 

100868JL.R1084 
g5055976 



Seq. No. 
Contig ID 
5 '-most EST 



397269 

100936JL.R1084 
g5443698 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



397270 

100963JL 

g5771181 

BLASTX 

g2129770 

117 

1.0e-08 



R1084 



50639 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 
67 

xyloglucan endotransglycosylase-related protein XTR-2 - 
Arabidopsis thaliana >gi_1244756 (U43487) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_2154 611__dbj_BAA20290_ (D63510) endoxyloglucan 
transferase related protein [Arabidopsis thaliana] 
>gi_5533311_gb_AAD45124.i_AF163820_l (AF163820) 
endoxyloglucan transferase [Arabidopsis thaliana] 

397271 

101104JL.R1084 
g5455317 

397272 

101147_1.R1084 

g5455359 

BLASTX 

g!707074 

162 

1.0e-10 

141 

35 

(U80450) M01E11.2 [Caenorhabditis elegans] 
397273 

101153_1.R1084 

g5455366 

BLASTN 

g5852170 

212 

1.0e-115 

363 

42 

Oryza sativa indica(GLA4) genomic DNA, chromosome 4, BAC 
clone:tl7804 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



397274 

101164_1.R1084 
g5455485 

397275 

101261_1.R1Q84 

g5851054 

BLASTX 

g481526 

349 

3.0e-33 

90 

80 

probable ribosomal protein SI 
397276 

101268_1.R1084 
g6012881 



wheat mitochondrion 



Seq. No. 



397277 



50640 
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aS60744"3 










BLAST score 


39 


E value 


1.0e-12 










NCBI Description 


Oryza longistaminata receptor-like kinase protein (Xc 




family member F, pseudogene sequence 


Qcirr Kin 
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BLAST score 


151 


E value 


4.0e-15 
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1U10D / l.KlUo4 
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L it: (_ iivJ^J. 




NCBI GI 


g4567207 


BLAST score 


193 


E value 


/ . ue ID 
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LXlaUCil ±eily T-Xi 
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BLAST score 


201 


E value 


3.0e-15 


L v ia Lcn iengun 


1 97 


t> iueni.ii.y 


jU 




\nr u joO£.j/ owixuciiiio oiuiiiai i uy l. lj icliuvxiuo iclqi, cu 




polyproteins [Arabidopsis thaliana] 


beq. jno . 


OQ70 Q O 


uonr.ig iu 




5' -most EST 


g6012858 


Method 


BLASTX 


NCBI GI 


g5777616 


BLAST score 


281 


E value 


7.0e-25 



50641 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



73 
81 

(AJ245900) 



CAA30374.1 protein [Oryza sativa] 



japonica BAC clone 34K24, complete 



complete sequence 



397283 

101603_1.R1084 
g5607416 
BLASTN 
g5670155 
867 

O.Oe-i-00 
871 
100 

Oryza sativa subsp. 
sequence 

397284 

101675_1.R1084 

g5607542 

BLASTN 

gl421782 

76 

3.0e-34 

109 

94 

Cloning vector pKRX, 
397285 

101732JL.R1084 
g5771199 

397286 

101781_1.R1084 
g5607625 

397287 

101884_1.R1084 
g5667208 



397288 

101990_1.R1084 

g5667365 

BLASTX 

g6056196 

171 

3.0e-12 

42 

71 

(AC009400) unknown protein [Arabidopsis thaliana] 



397289 

102007_1, 

g5667383 

BLASTX 

g5051771 

177 

2.0e-12 



R1084 



50642 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



132 
48 

(AL078637) 



putative protein [Arabidopsis thaliana] 



397290 

102167_1.R1084 
g5667258 

397291 

102267_1.R1084 
g5667628 

397292 

102293JL.R1084 
g5667654 

397293 

102365JL.R1084 
g5803395 



397294 

102373JL 

g5803403 

BLASTX 

g!644219 

428 

3.0e-42 

122 

69 

(D64127) 



R1084 



RNA polymerase beta 1 subunit [Bacillus subtilis] 



397295 

102469JL.R1084 
g5803505 

397296 

102499JL.R1084 
g5803535 

397297 

102514_1.R1084 

g5803551 

BLASTX 

g!723182 

167 

2.0e-ll 

40 
65 

SUGAR CARRIER PROTEIN A >gi_169736 
protein [Ricinus communis] 

397298 

102568_1.R1084 
g5701696 

397299 

102684 1.R1084 



(L08197) sugar carrier 



50643 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



g5851096 
BLASTN 
g6006355 
300 

1.0e-168 

364 
96 

Oryza sativa genomic DNA, chromosome 6, clone: P0493C11 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397300 

102801JL.R1084 
g5816548 

397301 

102860_1.R1084 

g5851089 

BLASTX 

g6006369 

956 

1.0e-112 

221 

96 

(AP000559) ESTs C99670 (E21043) , C99671 (E21043) , 
AU078262 (R10938) , AU078261 (R10938) , D15282 (C0402) correspond 
to a region of the predicted gene.; Similar to arginine 
decarboxylase (U52851) [Oryza sativa] 

397302 

102998_1.R1084 

g5900672 

BLASTX 

g5091527 

493 

2.0e-49 
92 

100 : - 

(AB023482) Similar "to Zea mays PRP gene. (X60432) [Oryza 
sativa] 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



397303 

103114_1.R1084 
g6012800 

397304 

103159JL.R1084 

g6012845 

BLASTN 

g6069643 

261 

1.0e-145 

285 

97 

Oryza sativa genomic DNA, 
397305 

103203JL.R1084 
g6012891 



chromosome 6, clone : P0514G12 



50644 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3510540 

289 

2.0e-30 

85 

80 

(AF038815) 



expansin [Prunus armeniaca] 



397306 

103206_1.R1084 

g6012895 

BLASTX 

g2497486 

300 

1.0e-31 

103 

68 

URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_2121275 (AF000147) UMP/CMP kinase [Arabidopsis 
thaliana] 





Seq. No. 


397307 




Contig ID 


103227 1.R1084 




5 '-most EST 


g6012915 




Method 


BLASTX 




NCBI GI 


g4468993 




BLAST score 


146 


W ^ 


E value 


3.0e-09 




Match length 


43 




% identity 


60 




NCBI Description 


(AL035605) putative protein [Arabidop; 




Seq. No. 


397308 




Contig ID 


103273 1.R1084 




5' -most EST 


g6024895 




Seq. No. 


397309 




Seq. ID 


LIB3431-001-P1-K1-A11 




Method 


BLASTX 




NCBI GI 


g548605 




BLAST score 


171 




E value 


1.0e-12 




Match length 


73 




% identity 


55 




NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



X PRECURSOR 

(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

397310 

LIB3431-001-P1-K1-A9 

BLASTX 

g4567262 

150 

1.0e-09 

54 



50645 



% identity 

NCBI Description 



O 



54 

(AC006841) putative ubiquitin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397311 

LIB3431-001-P1-K1-B11 
BLASTX 
g320618 
158 

3.0e-ll 
58 
62 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 


397312 


Seq. ID 


LIB3431-001-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g!00796 


BLAST score 


293 


E value 


1. Oe-26 


Match length 




% identity 


59 


NCBI Description ( 


phosphoribulokinase (EC ; 


Seq. No. 


397313 


Seq. ID 


LIB3431-001-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4960024 


BLAST score 


144 


E value 


2.0e-09 


Match length 


63 


% identity 


51 


NCBI Description 


(AF144079) S-adenosyl-L-] 




S-methyltransf erase [Zea 


Seq. No. 


397314 


Seq. ID 


LIB3431-001-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3334144 


BLAST score 


397 


E value 


1.0e-38 


Match length 


117 


% identity 


68 



2.7.1.19) 



wheat 



NCBI Description 



Gl/S-SPECIFIC CYCLIN C-TYPE >gi_1695698_dbj__BAA13181__ 
(D86925) C-type cyclin [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



397315 

LIB3431-001-P1-K1-B8 

BLASTX 

gl32105 

347 

6.0e-33 

77 

87 



50646 



NCBI Description 



ft 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 





397316 




T.TR^4^1 -0D1 -P1 -K1 -RQ 


Mp1~ hod 


BLASTX 


NCBI GI 


a5734636 


BLAST score 


165 


E value 


1.0e-ll 
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1 71 


E value 


2. Oe-12 


Match length 


78 


% identity 


50 


NCBI Description 


(AC005310) unknown protein [Arabidopsis 


Seq. No. 


397318 


Seq. ID 


LIB3431-001-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g!32105 


BLAST score 


191 


E value 


1.0e-14 


Match length 


70 


% identity 


57 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 




(RUBISCO SMALL SUBUNIT C) >gi_68094_pir_ 




ribulose-bisphosphate carboxylase (EC 4 



(AC006232) [Oryza 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



AEN C PRECURSOR 
KRZS9 

1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

397319 

LIB3431-001-P1-K1-C5 

BLASTX 

g2754849 

199 

5.0e-16 

69 

64 



50647 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

397320 

LIB3431-001-P1-K1-C7 

BLASTN 

g2072554 

183 

2.0e-98 

315 
90 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397321 

LIB3431-001-P1-K1-C9 

BLASTX 

g3021274 

292 

2.0e-26 ~ 

109 

54 

(AL022347) serine/threonine kinase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397322 

LIB3431-001-P1-K1-D11 - : 

BLASTN 

g3789949 

72 

2.0e-32 

160 

86 

Oryza sativa translation initiation factor 
complete cds 



(GOS2) mRNA, 



Seq. No. 


397323 


Seq. ID 


LIB3431-001-P1-K1-D3 


Method 


BLASTN 


NCBI GI 


g6006355 


BLAST score 


37 


E value 


1.0e-ll 


Match length 


49 


% identity 


94 


NCBI Description 


Oryza sativa genomic DNA, chromosome 


Seq. No. 


397324 


Seq. ID 


LIB3431-001-P1-K1-D7 


Method 


BLASTN 


NCBI GI 


g20262 


BLAST score 


161 


E value 


3.0e-85 


Match length 


337 


% identity 


88 


NCBI Description 


0. sativa light-induced mRNA 


Seq. No. 


397325 



6, clone :P0493C11 



50648 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



LIB3431-001-P1-K1-D9 
BLASTX 
g320618 
323 

5.0e-30 
83 
77 

chlorophyll a/b-binding protein I 
>gi_218172< dbj_BAA00536_ (D00641) 
chlorophyll** a/b-binding protein [Oryza sativa] 

>gi_227 611__prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397326 

LIB3431-001-P1-K1-E11 

BLASTX 

g2501356 

288 

4.0e-39 

127 

69 

TRANSKETOLASE , CHLOROPLAST PRECURSOR (TK) 

>gi_1658322_emb_CAA90427_ (Z50099) transketolase precursor 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397327 

LIB3431-001-P1-K1-E5 

BLASTX 

g2570499 

147 

7.0e-10 

39 

74 

(AF022732) 23kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397328 

LIB3431-001-P1-K1-E7 

BLASTX 

g515616 

360 

2.0e-34 

110 

69 

(X61608) LHC II Type III chlorophyll 
[Brassica napus] 



a /b binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397329 

LIB3431-001-P1-K1-E8 

BLASTN 

gl835730 

136 

2.0e-70 

204 

92 

Oryza sativa photosystem II 
complete cds 



10 kDa polypeptide mRNA, 



50649 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397330 

LIB3431-001-P1-K1-F4 

BLASTX 

gl32105 

227 

7.0e-22 

104 

58 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_680 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

397331 

LIB3431-001-P1-K1-F7 

BLASTX 

gl29231 

226 

4.0e-19 

66 
65 

ORYZAIN ALPHA CHAIN PRECURSOR >gi_67644__pir KHRZOA oryzain 

(EC 3.4.22.-) alpha precursor - rice 

>gi_218181_dbj_BAA14402_ (D90406) oryzain alpha precursor 
[Oryza sativa] 



Seq. No. 


397332 


Seq. ID 


LIB3431-001-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl519251 


BLAST score 


354 


E value 


9.0e-34 


Match length 


97 


% identity 


75 


NCBI Description 


(U65957) GF14-C protein [Oryza sativa] 


Seq. No. 


397333 


Seq. ID 


LIB3431-001-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4887022 


BLAST score 


201 


E value 


8.0e-16 


Match length 


91 


% identity 


51 


NCBI Description 


(AF123509) Nt-iaa4.1 deduced protein [Nicotiana 


Seq. No. 


397334 


Seq. ID 


LIB3431-001-P1-K1-G3 


Method 


BLASTN 


NCBI GI 


g20237 


BLAST score 


34 



50650 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



7.0e-10 

34 

100 

O.sativa 



(rice) constitutive GOS2 gene 



397335 

LIB3431-001-P1-K1-G5 

BLASTN 

g218171 

35 

8.0e-ll 

67 

88 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



397336 

LIB3431-001-P1-K1-G9 

BLASTX 

g2264373 

203 

3.0e-16 

59 

66 

(AC002354) putative NAM /no apical meristem protein 
[Arabidopsis thaliana] 

397337 

LIB3431-001-P1-K1-H8 

BLASTN 

gl835730 

59 

6.0e-25 

111 

88 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 

397338 

LIB3431-001-P1-N1-A10 

BLASTN 

g304219 

47 

2.0e-17 

78 

92 

Hordeum vulgare chloroplast photosystem I PSK-I subunit 
mRNA, complete cds 

397339 

LIB3431-001-P1-N1-A11 

BLASTX 

g671740 

403 

2.0e-39 
75 



50651 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



97 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



397340 

LIB3431-001-P1-N1-B1 

BLASTN 

g6063530 

68 

3.0e-30 

68 

100 

Oryza sativa genomic DNA, chromosome 3, 



clone: P0043E01 



397341 

LIB3431-001-P1-N1-B11 

BLASTN 

g20177 

334 

0.0e+00 

360 

99 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 

397342 

LIB3431-001-P1-N1-B2 

BLASTX 

gll73347 

391 

6.0e-38 

84 

95 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) {SED (1, 7) P2ASE) 

>gi_100803_j>ir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA46507_ 
(X65540 ) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



397343 

LIB3431- 

BLASTX 

g21839 

290 

5.0e-26 

61 

95 

(X57952) 



001-P1-N1-B3 



phosphoribulokinase [Triticum aestivum] 



397344 - - 

LIB3431-001-P1-N1-B4 

BLASTX 

g4960024 

198 

2.0e-15 

50 



50652 



% identitv 


78 - 


NCBI Description 


( AF1 4407 9} S— ^Hpnosvl — 1,— mfith H nn i tip • T.— m^th i on i tip 




S-methyltransf erase [Zea mays] 


Sea No 


397345 


Seq. ID 


LIB3431-001-P1-N1-B6 


Method 


BLASTN 


NCBI GI 


g!752830 


BLAST score 


56 


E value 


1.0e-22 


Match length 


56 


% identity 


100 


NCBI Description 


Orv7a ^at "i v3 ON A "Fot* mpta 1 1 nth i nn^i n — 1 i Vp TiTnt ^"i n rnn 




cds 


Sea No 


397346 


Seq. ID 


LIB3431-001-P1-N1-B7 


Method 


BLASTN 


NCBI GI 


gl695697 


BLAST score 


193 


E value 


1 Oe-104 


Mat oh 1 pnrj"t~h 


376 






NCBI Descriotion 


Orvza sativa rnRNA "For P-fvriP ovrl in onm'Til pI-p rrl^ 


O C ^ • IN (J « 


"^97^47 


Sea. ID 


LIB3431-001-P1-N1-RR 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


331 


E value 


8.0e-31 


Match 1 pnrft*h 


65 




95 








construct ] 


Spa No 


397348 


Seq. ID 


LIB3431-001-P1-N1-C10 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST score 


143 


E value 


6 Oe-09 


Mat oh 1 e^noth 


34 


?; i Hpnt 1 1~ v 


71 


NCBI Description 


fAC005310^ unknown Drofpi n rATslr>"i Hnr^^i <^ thai i anal 


Sea No 


«J / O *± _7 


Seq. ID 


LIB3431-001-Pl-Nl-ril 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


54 


% identity 


61 


NCBI Description 


(AC005310) unknown protein [Arabidopsis thaliana] 


Seq. No. 


397350 



50653 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-001-P1-N1-C12 

BLASTX 

g3128168 

258 

2.0e-22 

71 

58 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

397351 

LIB3431-001-P1-N1-C2 

BLASTX 

g347451 

231 

5.0e-19 

73 
64 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



397352 

LIB3431-001-P1-N1-C3 

BLAST N 

g218207 

268 

1.0e-149 

280 
99 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 

397353 

LIB3431-001-P1-N1-C5 

BLASTX 

g2754849 

168 

9.0e-12 

41 

78 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

397354 

LIB3431-001-P1-N1-C6 

BLASTX 

g4115377 

244 

1.0e-20 

59 

76 

(AC005967) unknown protein [Arabidopsis thaliana] 
397355 

LIB3431-001-P1-N1-D11 
BLASTX 



50654 



NCBI GI 


g5918208 


BLAST score 


287 


E value 


1.0e-25 


Match length 


55 


% identitv 


100 


NCBI Descriot ion 


(AJ249397} Tentative* OTOteiTi trsn^l sti nn 




pratense] 


Sea No 


397356 


Seq. ID 


LIB3431-001-P1-N1-D3 


Method 


BLASTN 


NCBI GI 


g6006355 


BLAST score 


211 


E value 


1.0e-115 


Mstph 1 ^ncrth 


443 


% "t Hpnf 1 1" V 


98 


NCBI Description 


Oryza sativa genomic DNA f chroniosonie 6 f 


Spa No 


397357 


Sea ID 


LIB3431-001-P1-N1-D4 


Method 


BLASTX 


NCBI GI 


gl31192 


BLAST score 


255 


E value 


4.0e-32 


Match length 


77 


% identity 


92 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT V 



PRECURSOR 

(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi_100606_pir S20937 

photosystem I chain V precursor - barley 

>gi_19091_emb_CAA42727_ (X60158) photosystem I polypeptide 
PSI-G precursor [Hordeum vulgar e] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397358 

LIB3431-001-P1-N1-D6 

BLASTX 

g399333 

214 

3.0e-17 

66 

67 

CYSTEINE SYNTHASE, CHLOROPLAST PRECURSOR (O-ACETYLSERINE 
SULFHYDRYLASE) ^(O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 

>gi_322740_pir A43407 cysteine synthase (EC 4.2.99.8) 

precursor - pepper >gi_17944_emb_CAA4608 6_ (X64874) 
O-acetylserine (thiol) -lyase [Capsicum annuum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397359 

LIB3431-001-P1-N1-D7 

BLASTN 

g5091597 

108 

1.0e-53 

220 

39 

Oryza sativa chromosome 1 BAC 10A19I, complete sequence 



Seq. No. 



397360 



50655 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-001-P1-N1-D9 

BLASTX 

g289920 

295 

1.0e-26 

61 
93 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397361 

LIB3431-001-P1-N1-E2 

BLASTX 

g283008 

378 

2.0e-36 

73 

100 

sucrose synthase (EC 2. 
>gi_2 036 6_emb_CAA4 6 0 1 7_ 
sativa] 



4.1.13) - rice 
(X64770) sucrose synthase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397362 

LIB3431-001-P1-N1-E3 

BLASTN 

g20181 

163 

2.0e-86 

178 

98 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397363 

LIB3431-001-P1-N1-E4 

BLASTX 

g4539545 

392 

6.0e-38 

93 

82 

(Y16644) PRCI [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397364 

LIB3431-001-P1-N1-E5 

BLASTX 

g4079798 

345 

2.0e-32 

66 

100 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 



397365 

LIB3431-001-P1-N1-E6 
BLASTX 



50656 



NCBI GI 


gl806283 


BLAST score 


248 


FI V3 1 HP 

111 v GL-L-LXC 


3. Oe-21 


Ma +■ r*Y\ 1 can h 
L v ld LUll xtJiiy L.11 


67 
\j / 




7ft 


NCIBT npqrri nt i on 


fZ796371 Hi tone H4 homolotxne rspshania fostfAtal 


O fcJvJ • IN \J • 




Seq. ID 


LIB3431-001-P1-N1-E8 


Method 


BLASTX 


NCBI GI 


g!835731 


BLAST score 


282 


F. 1 HP 
i~J V C1X IX ~ 


4 Oe-25 


Ma+rh 1 can n"h h 


uJ 


S. -! H *f~ "i +" XT 
O XU-Ci-LL-X L_y 


O O 


NCBT Dp^rri ot i on 


fnftfiOlft^ nhot o<^ vc; t pth TT 10 kDa do! vnent i de \C)r\j7?i q^t i val 






Sea. ID 


LIB3431-001-P1-N1-F1 


Method 


BLASTX 


NCBI GT 


al31225 


BLAST qrore 


181 


E value 


3 Oe-13 


Match length 


49 


% identity 


69 


MpDT npQr , r , infi An 
i-ML-Ol UcbUIiptlUIl 


r l1\J lUu lu 1 Hi L v l X JAlLfiL^ X XL^LN ^CjIN 1 rvlli OUDULN1 X A. X C C\s1j\^US\0\JiS. ^OUDUINX 1 




V; \ rox iij ^y-^ xUUOUj pix r\3z? / piTlO LOSy S LeiLl X Xoxv prOLcin 




precursor Daiiey ^gi 10 / uo / \i v iDii*iOj pnouosyscem x 




nT7dT*nir>hoHi c* nrnfpn r T Wz-ivH^MTm T7ii 1 rr^i t*p 1 




J _7 / O DO 


Sea TD 


LIB3431-001-P1-N1-F11 

LllUjT Jl L< V X X7X LNX £ X X 


Method 


BLASTX 


NCBI GI 


g3184288 


BLAST score 


214 


Hi v ax LLC 


*± • UC X / 


JL J.CL L. Oil xtJiiy L.II 




X> XtJ.CJ.lL.X L.y 




NPBT Dp^rrinti nn 


f APfl 041*^6^ nn Ifnnwn rirot pi n TZXyaV^i Hnn qtq thai i anal 


OtSLJ • IN(J ■ 




9err TD 


T,TR^4^1 -n01 -PI -W1 -F9 

XiXDJUX UvXITXLNXrZ. 


Method 


BLASTX 


J.N N^r XJ J. VJ J_ 


a487006 

y r± <J / uu u 






E value 


4.0e-16 


Match length 


52 


^ XtJ.srJ.1 UX L y 


7^ 


INL^DX UcbOlipilOIl 


prox-oporpnynn ia magnesiuiTL cnexauase garaen snapdragon 




-^yi jiiizj enixj oiiriox dd^i vA/o-L^±fty prouoporpnyrm ±A.L v iy 




rhpl afaQO rZ\"n+"H rrhinnm mannc!! 
^ucia Laoc Lraxi L.xx x liXiiLULi iLidjuoj 


Seq. No. 


397370 


Seq. ID 


LIB3431-001-P1-N1-F4 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


173 



50657 



^9 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-12 

33 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375 _J?rf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

397371 

LIB3431-001-P1-N1-F7 

BLASTN 

g218180 

244 

1.0e-135 

281 

96 

Rice mRNA for oryzain alpha (EC 3.4.22) 
397372 

LIB3431-001-P1-N1-F9 

BLASTX 

g517500 

223 

2.0e-18 

64 

73 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338__prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 

397373 

LIB3431-001-P1-N1-G1 

BLASTX 

g517500 

273 

3.0e-24 

70 

81 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397374 

LIB3431-001-P1-N1-G10 

BLASTN 

gl519250 

282 

1.0e-157 

318 
97 

Oryza sativa GF14-C protein mRNA, complete cds 



50658 



o 



OCIJ. LN KJ • 




Sea ID 


LIB3431-001-P1-N1-G4 


11C LJ.1UU. 


RTiA^TX 

DJJfltJ X z\ 


NPRI GT 


a671737 


BLAST score 


248 


E value 


5.0e-21 


iictu^ii iciiy L.H 




t> iu.eiit.iLy 


BP 
o o 




f Y7 4 7 1 ^ PH 1 ^"ror^T/l 1 a/V^i hi nH"i nrr nrnf ci n f L\m a ranfhnc; 

^ A. / *i (OA.} UillUlUpyiJ. Ct / U JJliiUliiy piULCXii |_.rtlLLClX CLll UI1U.O 




VivrjophondTiarMi'^ 1 

11 Y K/VfVH\/ll\jtJ. *^ Ci Li O J 


OcL[. LN (J • 




Seq. ID 


LIB3431-001-P1-N1-H11 


Method 


BLASTX 


NCBI GI 


g!835731 


BLAST score 


197 


IL Value 


O * UfcJ 1J 


1*10. L. Oil iciiy Lll 




^ lvJ.eilClL.y 


o u 


KFPRT Dp^pti nt" i ot\ 


\ \j \j \j \j _i_ (J / uiiu t_ w o y o l~ eiiL J. J. _l vy j^.i^cl uv± y \^ k> xuc |_ y ^ ci w d u> -i- v a. 


O ti • IN U • 


^Q7^77 


q prf Tn 


lllDJI Jl VJ VJ J. £i IN x n^i 


Mpthod 


BLASTN 


NPRT GT 


y io jj / ju 


BLAST score 


225 


E value 


1.0e-123 


ixiai-cn xengun 




% identity 




nldi Description 


Oryza satxva photosystem II 10 kDa polypeptide inRNA, 




coin.pj.eT-e cas 


o e CJ . in o . 


0Q7070 




T,TR?4^1 -0m -PI -Ml -RR 
iiiDJUi uui jt i in 1 no 


11<3 L-± If vX 


RT.A^TN 


NPRT GT 


y JlrtlO / ^ 


BLAST score 


146 


E value 


2.0e-76 


Ma f ph 1 cart rr\- Vi 
rid tun icily til 




9* n t~i t +• t r 

^ laeniity 






^jxvyza sativa yenoitiic ulna/ cnromosoitie z 7 cione. ruft o / jiuj 




a. } 


oeq. LN o . 




oc^ • iu 


T TR*34 ^1 -009 — Pi "PT1 - A1 


11C L11UU 


RT.A^TX 

XJXxrlO X A 


NPRT GT 




TD T 7\QT o /-i/—. ra 
DixriQ x btOic 


170 


E value 


4.0e-12 


Match length 


59 


"1 ^1 f~\ T^l *1 4"" X T 

t> luenuiiy 


Oft 


NPRT n^Qprintinn 


^ A T**0 01 m^1~^11o"hVii nn i \r o r^"r H n"l _ pin rOru7a qafi xrs 1 

\ ill. UUI J JU / lll~ LClllU LlllUliClil -L.J- J\C LJX IJUC111 [Ul V Lia uQ LI V CL J 




>gi_6103441_gb_AAF03603.1__ (AF147786) metallothionein-li: 




protein [Oryza sativa] 


Seq. No. 


397380 


Seq. ID 


LIB3431-002-P1-K1-A11 



50659 



© 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g6063542 

233 

2.0e-19 

99 

59 

(AP000615) EST C74302 (E30840) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. (M64118) [Oryza sativa] 

397381 

LIB3431-002-P1-K1-A2 

BLASTX 

gll8104 

212 

4.0e-17 

86 

55 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) ■ 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 



Seq. No. 


397382 


Seq. ID 


LIB3431-002-P1-K1-A3 


Method 


BLASTX 




gouo Jo^4 


BLAST score 


282 


E value 


4.0e-25 


Match length 


131 


% identity 


29 


NCBI Description 


(AF052305) ribulose 1, 5-bisphosphate carl 




subunit [Oryza sativa] 


Seq. No. 


397383 


Seq. ID 


LIB3431-002-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3885886 


BLAST score 


342 


E value 


3.0e-32 


Match length 


114 


% identity 


64 


NCBI Description 


(AF093631) Rieske Fe-S precursor protein 


Seq. No. 


397384 


Seq. ID 


LIB3431-002-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2827002 


BLAST score 


338 


E value 


9.0e-32 


Match length 


112 


% identity 


65 


NCBI Description 


(AF005993) HSP70 [Triticum aestivum] 


Seq. No. 


397385 


Seq. ID 


LIB3431-002-P1-K1-B6 



50660 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl519251 

191 

6.0e-15 

63 

68 

(U65957) 



GF14-C protein [Oryza sativa] 



397386 

LIB3431-002-P1-K1-C11 

BLASTX 

g4079798 

203 

5.0e-16 

93 
47 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 

397387 

LIB3431-002-P1-K1-C4 

BLASTX 

g3063524 

252 

1.0e-21 

76 

67 

(AF052305) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



397388 

LIB3431-002-P1-K1-C5 

BLASTN 

g6006355 

71 

2.0e-31 

263 

82 

Oryza sativa genomic DNA, 



chromosome 6, clone: P0493C11 



Seq. No. 
Seq. ID 
Method 



397389 

LIB3431-002-P1-K1-C6 

BLASTX 

g2500380 

240 

3.0e-20 

95 

51 

60S RIBOSOMAL PROTEIN L44 >gi_2119128_pir JC4 923 ribosomal 

protein RL44 - upland cotton >gi_1553129 (U64677) ribosomal 
protein L44 isoform a [Gossypium hirsutum] >gi_1553131 
(U64678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 

397390 

LIB3431-002-P1-K1-C8 
BLASTX 



50661 



CP 



NCBI GI 


g2493494 


BLAST score 


163 


E value 


3.0e-19 


Match length 


82 


% identity 


57 


NCBI Description 


SERINE CARBOXY PEPTIDASE II-2 




>ai 619351 bbs 153537 CP-MII 




rHordeum. vulaarp=b?i'r] pu pv 

L^ivJ. uiu v y a. j_ ^ x> ci j- xc y ^ v_-* v • 




aal >ai 61029^7 pmh CAR^Q^O? 




II — 2 rHoTdpmn vnlrrsTpl 


Sea No 


397391 


Seq. ID 


LIB3431-002-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4574135 


BLAST score 


145 


E value 


2.0e-09 


Match length 


38 


% identity 


71 


NCBI Description 


(AF073695} rvstpi np ^vnf hasp 


Sea No 


397392 


Seq. ID 


LIB3431-002-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g548603 


BLAST score 


355 


E value 


1.0e-33 


Match length 


105 


% identity 


70 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE 



PRECURSOR (CP-MI I. 2) 



irone, Peptide, 436 
serine carboxylase 



(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 


397393 


Seq. ID 


LIB3431-002-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


g20262 


BLAST score 


41 


E value 


1.0e-13 


Match length 


53 


% identity 


94 


NCBI Description 


O.sativa light-induced mRNA 


Seq. No. 


397394 


Seq. ID 


LIB3431-002-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


213 


E value 


4.0e-17 


Match length 


62 


% identity 


68 


NCBI Description 


(AF001396) metallothionein-1 



>gi_6 1 0 3 4 4 l_gb_AAF0 3 6 0 3 . 1_ 
protein [Oryza sativa] 



(AF147786) metallothionein-like 



Seq. No. 



397395 



50662 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-002-P1-K1-F3 

BLASTX 

g548605 

399 

6.0e-39 

109 

76 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT -HARVESTING COMPLEX I 1 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 







~j z? i «j \j 




Seq. ID 


LIB3431-002-P1-K1-G3 




Method 


BLASTX 




MPDT r-T 
LN 'iw iJ J. _L 


y jIZOO Oft 










E value 


o . ue— zz 




rlatuil _l_ tiiiy L-ll 


7*3 


:0 


% identity 


/ 1 


iff- 


JNLbi Description 


(AFUblo//) cnloropnyll a/b binding protein [Oryza sativaj 


ff ; 


OC^i LN W * 


o_? / O J f 




Seq. ID 


LIB3431-002-P1-K1-G7 


D 


Method 


BLASTX 




INUDl ul 


rrA Pi 7 Q7 QQ 

g*t u / y / 




t>iji\o i score 


07c 


y ^ 


E value 


0 . ue~zo 




Match length 


1U / 


i u t 


% identity 


by 




nldi uescription 


(/iruozzuo; z j Kua poiypepTiiae or pnouosysrem 11 [uryza 






sativa] 


G 

.SPSS. 


Sea No 


397398 




Seq. ID 


LIB3431-002-P1-K1-H11 


IT**"!! 


Method 


BLASTX 




NCBI GI 


g2262105 




BLAST score 


145 




E value 


4.0e-09 




Match length 


88 




% identity 


40 




NCBI Description 


(AC002343) unknown protein [Arabidopsis thaliana] 




Seq. No. 


397399 




Seq. ID 


LIB3431-002-P1-K1-H2 




Method 


BLASTX 




NCBI GI 


g4959710 




BLAST score 


154 




E value 


3.0e-10 




Match length 


56 




% identity 


57 




NCBI Description 


(AF135596) Skpl [Medicago sativa] 



Seq. No. 397400 

Seq. ID LIB3431-002-P1-K1-H5 

Method BLASTN 



50663 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl747293 
35 

2.0e-10 

79 
86 

Oryza sativa mRNA for vacuolar H+- pyrophosphatase, complete 
cds 



S.eq . No . 

Seq. ID 

Method 

NCBI GI 

BIiAST score 

E value 

Match length 

% identity 

NCBI Description 



397401 

LIB3431-002-P1-K1-H6 

BLASTX 

gl31225 

271 

5.0e-24 

85 
65 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 


397402 


Seq. ID 


LIB3431-002-P1-N1-A1 


Method 


T^> T Ti c mvf 

BLASTN 


NCBI GI 


g2072554 


BLAST score 


241 


E value 


1 . Oe-133 


Match length 


245 


% identity 


100 


NCBI Description 


Oryza sativa metallothionein-like protein mRNA, complete 




cds 


Seq. No. 


397403 


Seq. ID 


LIB3431-002-P1-N1-A11 


Method 


BLASTN 


NCBI GI 


g6063530 


BLAST score 


225 


E value 


1.0e-123 


Match length 


258 


% identity 


96 


NCBI Description 


Oryza sativa genomic DNA, chromosome 3, clone: P0043E01 


Seq. No. 


397404 


Seq. ID 


LIB3431-002-P1-N1-A2 


Method 


BLASTN 


NCBI GI 


g600766 


BLAST score 


319 


E value 


1.0e-179 


Match length 


335 


% identity 


99 


NCBI Description. 


Oryza sativa cyclophilin 2 (Cyp2) gene, complete cds 


Seq. No. 


397405 


Seq. ID 


LIB3431-002-P1-N1-A3 


Method 


BLASTX 


NCBI GI 


g347451 


BLAST score 


312 



50664 



E value 


1.0e-28 


Match length 


61 


% identity 


95 


NFPRT Hp^pti nti nn 


(TiPPISS} Tihulosp 1 . hn ^Dhosnhats carboxvlase 

V J.J jL* £-* _i_ w y ^ ± _i- w j» # o Jw^ uk/iiv i^^y ±x<m#l i*» w %-i j— *■/ *k y -l. t*i v- ■» 




oaf 1 TT^ 1 
O U 1 L V d J 


Sea No 


397406 


Seq. ID 


LIB3431-002-P1-N1-B5 


Method 


BLASTX 


NCBI GI 


g3962377 


BLAST score 


200 


E value 


1.0e-31 


M^tch 1 prirrth 

L J.GL L> V.rl.1 1.11 


114 


% \ Hpnt" 1 t V 


70 


L <l -L, *1» ^L, V— ' ii X 


(AJ002551) heat shock protein 70 [Arabidopsis " 


Spa Nn 


397407 


Seq. ID 


LIB3431-002-P1-N1-B6 


Method 


* BLASTN 


NCBI GI 


gl519250 


BLAST score 


75 


E value 


5.0e-34 


Matr'h Ipncrth 


121 


?; i fipnt i t v 


90 


NCBI Descriotion 


Oryza sativa GF14— c protein mRNA, complete cds 


JCV^i INU i 


sj ^ / 1 \J o 


Seq. ID 


LIB3431-002-P1-N1-C3 


1 iC l_l 1VJ \JL 


BLASTX 


NCBI GI 


gll5793 


BLAST score 


164 


E value 


2.0e-23 


Match length 


63 


% identity 


94 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE 



III PRECURSOR 

(CAB) >gi_72749__pir CDBH3 chlorophyll a/b-binding protein 

type III precursor - barley >gi_19023_emb_CAA44881_ 
(X63197) type III LHCII CAB precursor protein [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397409 

LIB3431-002-P1-N1-C4 

BLASTN 

g218207 

275 

1.0e-153 

283 
99 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

POSSS1139 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



397410 

LIB3431-002-P1-N1-D1 

BLASTN 

g20262 

218 



50665 



o 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-119 

323 

91 

O.sativa light-induced mRNA 
397411 

LIB3431-002-P1-N1-D11 

BLASTX 

g461812 

161 

5.0e-ll 

52 

56 

CYTOCHROME P450 72A1 (CYPLXXII) (PROBABLE 

GERANIOL- 10 -HYDROXYLASE) (GE10H) >gi_167484 (L10081) 

Cytochrome P-450 protein [Catharanthus roseus] 

>gi_445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 

397412 

LIB3431-002-P1-N1-D12 

BLASTX 

gll4332 

260 

2.0e-22 

116 

53 

PLASMA MEMBRANE AT PAS E 1 (PROTON PUMP) 

>gi_482389_pir A45506 H+-transporting ATPase (EC 3.6.1.35) 

LHA1 - tomato >gi_170464 (M60166) H+-ATPase [Lycopersicon 

esculentum] >gi_228405j?rf 1803518A H ATPase [Lycopersicon 

esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397413 

LIB3431-002-P1-N1-D4 

BLASTN 

g20262 

327 

0.0e+00 

333 

99 

O.sativa light-induced mRNA 
397414 

LIB3431-002-P1-N1-D7 

BLASTX 

g548603 

230 

3.0e-19 

48 
94 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_4784 04_pir JQ224 7 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 



397415 



50666 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



LIB3431-002-P1-N1-E12 

BLASTN 

g347450 

36 

1.0e-10 

68 
88 

Oryza sativum mitochondrial ribulose bisphosphate 
carboxylase/oxygenase (rbcS) mRNA, complete cds 







Seq. ID 


LIB3431-002-P1-N1-E3 


Method 


BLASTN 


NCBI GI 


g6016845 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


44 


% identity 


95 


NCBI Description 


Oryza sativa genomic 


Seq. No. 


397417 


Seq. ID 


LIB3431-002-P1-N1-E6 


Method 


BLASTX 


NCBI GI 


gll68537 


BLAST score 


202 


E value 


7.0e-16 


Match length 


41 


% identity 


90 


NCBI Description 


ASPARTIC PROTEINASE : 



aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143_dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

v% identity 

NCBI Description 



397418 

LIB3431-002-P1-N1-E9 

BLASTN 

g2072554 

97 

3.0e-47 

189 

87 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq* No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397419 

LIB3431-002-P1-N1-F10 

BLASTX 

g2407279 

151 

6.0e-10 

31 
97 

(AF017362) aldolase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



397420 

LIB3431-002-P1-N1-F3 
BLASTX 



50667 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41 



g548605 
273 

4.0e-24 

66 

83 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
{LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi__304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 


397421 


Seq. ID 


LIB3431-002-P1-N1-F4 


Method 


BLASTN 


NCBI GI 


g4138289 


BLAST score 


279 


E value 


1.0e-155 


Match length 


314 


% identity 


97 


NCBI Description 


Oryza sativa mRNA for ■ 


Seq. No. 


397422 


Seq. ID 


LIB3431-002-P1-N1-F5 


Method 


BLASTX 


NCBI GI 


g3789954 


BLAST score 


214 


E value 


3.0e-17 


Match length 


41 


% identity 


95 


NCBI Description 


(AF09477 6) chlorophyll 




sativa] 



M 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



397423 

LIB3431-002-P1-N1-G10 

BLASTN 

g416266 

127 

4.0e-65 

279 

86 

Rice mRNA for oxygen-evolving protein, partial sequence 
397424 

LIB3431-002-P1-N1-G11 

BLASTX 

g517500 

144 

4.0e-09 

61 

57 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_44 4 338_prf 1906386A photosystem II 

0E17 protein [Pisum sativum] 

397425 

LIB3431-002-P1-N1-H2 
BLASTX 



50668 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID , 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3719211 
177 

6.0e-13 

52 
71 

(U97021) UIP2 [Arabidopsis thaliana] 
397426 

LIB3431-003-P1-K1-A10 

BLASTX 

g5732060 

308 

3.0e-28 

105 

60 

(AF147263) contains similarity to Pfam families PF00106 
(short chain dehydrogenase; score=151.7, E=1.3e-41, N=l) 
and PF00678 (Short chain dehydrogenase/reductase 
C-terminus; score=48.9, E=l.le-10, N=l) [Arabidopsis t 





Seq. No. 


397427 


ffl 


Seq. ID 


LIBo4ol-(Juo-Pl-Kl -All 




Method 


BLAbTX 




NCBI GI 


g2662343 




BLAST score 


211 


w 


E value 


8 . Oe-17 




Match length 


41 




% identity 


100 


3 


NCBI Description 


(D63581) EF-1 alpha [Oryza sativa] 




Seq. No. 


397428 




beq. ID 


Li do 4 o I _ U U J - r 1— J\l — 




Method 


BLASTX 




NCBI GI 


gl835731 




BLAST score 


573 




E value 


3.0e-59 




Match length 


109 




% identity 


100 




NCBI Description 


(U86018) photosystem II 10 kDa polypeptide 




Seq. No. 


397429 




Seq. ID 


LIB3431-003-P1-K1-A2 




Method 


BLASTX 




NCBI GI 


g4469021 




BLAST score 


166 




E value 


2.0e-ll 




Match length 


39 




% identity 


82 




NCBI Description 


(AL035602) hypothetical protein [Arabidops. 




Seq. No. 


397430 




Seq. ID 


LIB3431-003-P1-K1-A4 




Method 


BLASTX 




NCBI GI 


g585241 




BLAST score 


165 




E value 


1.0e-ll 




Match length 


45 



[Oryza sativa] 



50669 



% identity 

NCBI Description 



71 

HI STONE HI >gi_629668_pir S45662 histone HI - tomato 

>gi 424100 (U03391) histone HI [Lycopersicon esculentum] 



Seq. No. 


397431 




LIB3431-003-P1-K1-A5 






TafRT (IT 






35 


iL V d-L Lit; 




Tv^— 1 4— /^<Vi T ^t™* /^f 4~ V> 
LYlaXCn leiiy un 






100 




Hnnio cjarci f^ri^ PF.X1 ttiRNA. romtilptp cds 




397432 


Seq. ID 


LIB3431-003-P1-K1-A6 


Method 


BLASTX 


KTPRT (IT 




DliriDl 




Cj Value 


o • ue DO 


rJatcn lenyxn 


1 ^1 

1 Jl 


-e iaeni.ir.y 


y o 


NCBI Description 


tArUUuDio; Cioi u / 4 jUZ iHjOUo 4 u j corresponus 




■f"* V* a v*o/H t f" o/H rfono • o •? m i "1 a t~ f n rrl ^/r'OT's 1 n< 






Seq. No. 


397433 


Seq. ID 


LIB3431-003-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g462195 


BLAST score 


230 


E value 


3.0e-19 


Match length 


51 


% identity 


86 



a region of 



NCBI Description 



PROTEIN TRANSLATION FACTOR SUI1 H0M0L0G (G0S2 PROTEIN) 

>gi_100682jpir S21636 G0S2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) G0S2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397434 

LIB3431-003-P1-K1-B10 

BLASTN 

g20255 

106 

6.0e-53 

106 

100 

0. sativa gene for heat shock protein 82 



HSP82 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



397435 

LIB3431-003-P1-K1-B12 

BLASTN 

g218207 

41 

1.0e-14 
48 



50670 



S: i Hpnt* it" v 

O -1- V^i 1 ^ i. 1 L J. L- y 


98 




wi y £j a oci lx v < 




T*i hnl n^P — 1 




OOSSS1139 




397436 


Seq. ID 


LIB3431-003- 


Method 


BLASTX 


NCBI GI 


g4325041 


BLAST score 


244 


E value 


5.0e-26 


M^1"ph 1 pncTt"h 

L iCL -1- C^llU Uli 


80 


o -L. v-A^ i i. .x o y 


78 


XIPRT Dpqpti tiI - "i on 


(AF1 173391 




t~ atiBPiiTnl 

U <-4 'n— / J 




397437 


Sea. ID 


LIB3431-003 


Method 


BLASTX 


NCBI GI 


g5002516 


BLAST score 


228 


Hi V al Li.C 


9 . 0e-19 


MAir'n "I ^nrrt" h 


94 


St "i HottH "1 "}~ \7 










j2 / fi JO 


uC^ • XL* 


T.TR3431 -003 


Mpt~hoci 


BLASTX 


NCBI GI 


g729668 


BLAST score 


256 


E value 


5.0e-22 


Match length 


73 


% identity 


63 


NCBI Description 


HISTONE HI ; 



003-P1-K1-B3 



FtsH-like protein Pftf precursor [Nicotiana 



-B4 



putative protein [Arabidopsis thaliana] 



■P1-K1-B5 



>gi_2147479j>ir S65059 histone HI, 

drought-inducible - Lycopersicon pennellii >gi_436823 
(U01890) Solanum pennellii histone HI [Solanum pennellii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397439 

LIB3431-003-P1-K1-B6 

BLASTX 

gl076725 

315 

3.0e-29 

98 

70 

NADPH dehydrogenase (EC 
>gi_6 8 3 4 7 6_emb_CAA5 92 2 8_ 
[Hordeum vulgar e] 



1.6.99.1) - barley 
(X84738) NADPH dehydrogenase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



397440 

LIB3431-003-P1-K1-B8 

BLASTX 

g548603 

355 

1.0e-33 

110 



50671 



% identity 

NCBI Description 



67 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



No. 

ID 



Seq. 
Seq. 

Method 
NCBI GI 



397441 
LIB3431- 
BLASTX 
g733454 



•003-P1-K1-B9 



BLAST score 


453 


E value 


3.0e-45 




ins 




O 1 


nuoi Description 


[vjloioo } cnioropnyii a/o-oxnaing apoprotein urzo prei 




L ZitJci luciyoj 


C /-\ /-f tC(r\ 

oeq ■ lno . 






T TR^d^l -On^ — PI -Tfl —PI 1 




-QXJ.TJ.O ± /V 


NCBI GI 


a633110 


BLAST score 


595 


E value 


8.0e-62 


Match length 


135 


% identity 


87 


NCBI Description 


(D31843) plasma membrane H+-ATPase [Oryza sativa] 


Seq. No. 


397443 


Seq. ID 


LIB3431-003-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gll68408 


BLAST score 


347 


E value 


9.0e-33 


Match length 


84 


% identity 


82 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI' Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4. 1.2,13) - garden pea >gi_927507_emb__CAA6194 6_ (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 

397444 

LIB3431-003-P1-K1-C4 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

397445 

LIB3431-003-P1-K1-C7 

BLASTX 

gl361982 

190 



50672 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



1.0e-14 

45 

80 

4-coumarate — CoA ligase (EC 6.2.1.12) - Arabidopsis 
thaliana >gi_609340 (U18675) 4-coumarate — coenzyme A ligase 
[Arabidopsis thaliana] >gi_5702184_gb_AAD47191 . 1_AF106084__1 
(AF106084) 4-coumarate: CoA ligase 1 [Arabidopsis thaliana] 

397446 

LIB3431-003-P1-K1-C9 

BLASTN 

g3075487 

128 

5.0e-66 

136 

99 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 

397447 

LIB3431-003-P1-K1-D10 

BLASTX 

g4336610 

396 

2.0e-38 

94 

81 

(AF099112) sigma factor; Sig3 [Zea mays] 
397448 

LIB3431-003-P1-K1-D11 

BLASTX 

g3126854 

641 

3.0e-67 
120 

100 ' 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
397449 

LIB3431-003-P1-K1-D12 

BLASTN 

g3885887 

175 

1.0e-93 

210 
100 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 

397450 

LIB3431-003-P1-K1-D2 

BLASTN 

g3075487 

300 

1.0e-168 
304 



50673 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

100 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 

397451 

LIB3431-003-P1-K1-D3 

BLASTX 

gl32105 

660 

2.0e-69 

122 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


■O ft 1 / CO 

397452 


Seq. ID 


LIB34ol-u0i-Pl-Kl-Do 


Method 


bliAblA 


NCBI GI 


gzu/zooo 


BLAST score 


O O 1 

237 


E value 


8.0e-20 


Match length 


44 


luenuicy 




NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-. 




protein [Oryza sativa] 


Seq. No. 


397453 


Seq. ID 


LIB3431-003-P1-K1-D8 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


1.0e-10 


Match length 


47 


% identity 


65 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


397454 


Seq. ID 


LIB3431-003-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


7.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-: 




protein [Oryza sativa] 


Seq. No. 


397455 



50674 



TD 


LIB3431-003-P1-K1-E1 


L J" UllULi. 


BLASTX 


LNL/BX oX 


rr41 796D 
yii / £. D u 


DXxrlO 1 SCOre 


ft U 0 


E value 


1.0e-39 


Match length 


125 


15 XUcilLXUy 






T.Tf^HT RFnnT.ATFD PROTFTN PRFPHR^OR >ai 4??003 nir S33632 




1 i r i nrnfp-i n - rirp >ai ?0?63 pmb CAA4"8706 TX68807} 




1 "i crht — rpcrnlat^d crene TOrvza satival 


oeq. lNu . 




Qpa TD 


LIB3431-003-P1-K1-E10 


L 1C U ilvJH 


RT.A9TX 


NCBI GI 


g3126854 


BLAST score 


209 


Hi Value 




jyiatcn xengrn 


/ 4 


*s xa.enx.xuy 


7ft 
/ 0 


INOxjX UcoUlipLlUXl 


f ZiPf! £1 R7 7 \ rhl ornnhvl 1 ^ /H hi nHinrr nrnhpin fOrv7^ satival 

UD1 J / / / UlixUl U Ull V J L Ct / yJ JJi.i.l<UXll^ pi. U [V/X jf ^<a OU 1 L V d J 


C /-i /-t KT/-\ 




oe^. iu 


T.Tpn^i -nn3-pi -ki -f,i ? 


lie UiiU'wi 


RT.A^TX 

DUfltj ± l\ 


iNUDX yj± 




BLAST score 


405 


E value 


2.0e-39 


LYiaii.cn xengun 




% identity 


/ u 


jnuoi jjescrxptxon 


\jt\n lUi ozz ; dCLin aepoxyniex x z.xiiy idoLui ^ [rtiajjiuupoio 




1 i anal 


beg. no. 




OtSC^J. XL* 


JjIDJI Ji. \J\J-J IT X iVX Hit. 


Mof Vi /-n/" , J 
l w lc LllvJU 


T2T.A9TY 


NCBI GI 


g3777600 


BLAST score 


422 


TT* it's \ n a 


9 flea— 41 

z ■ ue *± x 


Match length 


X 


% identity 


DO 




^&F0QR7nft^ SO^ n'hnciriTrifll nrnfpi n T,S rOrv7a «?st "i vsl 
\ r\£ \j zf -J i \J o J •jyjiD JL XJJUouiuax piuuuxii \_ vyx. y z^ci o a i — l vaj 


OcCJ . LNO . 


/ fi O 


Cpr, Tn 


T.TR3431 -003-P1 -K1 -F.3 


IXie L.I1UU. 


DLtnO X /\ 


In^XjX ul 




BLAST score 


644 


E value 


1.0e-67 


ixiai.cn lenyLii 


XZ 3 


S- *1 4" T ^ T T 

% luentiLy 




NL-bi uescripoxon 


lAr ui / jojj riDuxose x f o Dxspnospnaue caiDoxyiase sniaxx 






Seq. No. 


397460 


Seq. ID 


LIB3431-003-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2072555 



50675 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237 

7.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1__ (AF147786) metallothionein-like 
protein [Oryza sativa] 





oeq. JN o • 


O .7 /4D1 




Seq. ID 


T T"D*3 VI "31 _nri*5_Dl _V1 _T7 ^ 

±jlr504,3l — UU j — rl _ J\±— HjD 




m&znoo. 


















E value 


8.0e-69 




Match length 


136 




% identity 






NCBI Description 


(AJUU4yia; apgm [jyiaxus aoniesT-icaj 




Seq. No. 




.ssss. 


Seq. ID 


LIB3431-003-P1-K1-E6 




Method 


BLASTX 




NCBI GI 


g4y /zu / o 


ffi 


BLAST score 






E value 


3. ue-37 




Match length 


137 




% identity 


52 


r- s 


NCBI Description 


(AL0784 67) proton pump interactor [Arabidopsis thaliana 




Seq. No. 


397463 


s: 


Seq. ID 






Method 


BLASTX 


«=:;. 


NCBI GI 


„Ari -i ooc 

g351128o 




biiAbi score 


o n vi 




E value 


d * ue™iD 




jyiaucn icngtn 




F: 


% identity 


41 


■ss?;:!- 


NCBI Description 


(AFG81534) cellulose synthase [Populus alba x Populus 






tremula] 




Seq. No. 


397464 




Seq. ID 


LIB3431-003-P1-K1-E8 




Method 


BLASTX 




NCBI GI 


g537403 




BLAST score 


300 




E value 


3.0e-27 




Match length 


57 




% identity 


96 




NCBI Description 


(D26538) WSI724 protein induced by water stress [Oryza 



sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



397465 

LIB3431-003-P1-K1-F11 

BLASTX 

gll5787 

523 

3.0e-53 
120 



50676 



% identity 88 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



oeq. wo. 


j!? / 41 DO 


beg. id 


LlDj'lji UUj rl Rl i J 








goiu jUii 


DiiAoi score 


"31 


iii value 


j. . ue £. o 


L v lci L.\_ll Xcily UI1 




% identity 


50 


NCBI Description 


(X84225) precursor of photosystem II subunit (22KDa) 




[Nicotiana tabacum] 


Seq. No. 


O AH ft f~ •—! 

397467 


Seq. ID 


L1Bj4o1 — UUo— rl— J\l— r 4 


Method 


BLASTX 


NCBI GI 


g2306981 


BLAST score 


A O d 

4Z4 


E value 


1 Ho /I *3 

l . ue-4 J 


Match length 


1U1 


% identity 


88 


NCBI Description 


(AF010321) photosystem I antenna protein [Oryza sativa 


Seq. No. 


397468 


Seq. ID 


LIBo431-UU3-Pl-Kl-Fo 


Method 


nT 7V c mv 


NCBI GI 


gz4U72ol 


BLAST score 


604 


E value 


/ . ue oj 


Match length 




% identity 




NCBI Description 


(AF017363) ribulose 1, 5-bisphosphate carboxylase small 




subunit [Oryza sativa] 


Seq. No. 


397469 


Seq. ID 


LIB3431-0Q3-P1-K1-F8 . 


Method 


BLASTX 


NCBI GI 


g2191138 


BLAST score 


201 


TP tt 3 1 n d 


1 Ho— 1 R 


Match length 


78 


% identity 


54 


NCBI Description 


(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 




thaliana] 


Seq. No. 


397470 


Seq. ID 


LIB3431-003-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl076746 


BLAST score 


621 


E value 


7.0e-65 


Match length 


135 



50677 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

heat shock protein 70 - rice (fragment) 
>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

397471 

LIB3431-003-P1-K1-G12 

BLASTX 

g2501190 

420 

2.0e-41 

89 
91 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 

397472 

LIB3431-003-P1-K1-G2 

BLASTX 

g548603 

307 

5.0e-28 

99 

65 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 


397473 


Seq. ID 


LIB3431-003-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4455208 


BLAST score 


466 


E value 


1.0e-46 


Match length 


130 


% identity 


72 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


Seq. No. 


397474 


Seq. ID 


LIB3431-003-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g6091757 


BLAST score 


506 


E value 


2.0e-51 


Match length 


137 


% identity 


67 


NCBI Description 


(AC009327) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


397475 


Seq. ID 


LIB3431-003-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2829927 


BLAST score 


219 


E value 


1.0e-17 



50678 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

107 
50 

(AC002291) Unknown protein [Arabidopsis thaliana] 
397476 

LIB3431-003-P1-K1-G7 

BLASTX 

g3885892 

595 

7.0e-62 

129 

89 

(AF093634) photosystem-1 F subunit precursor [Oryza sativa] 
397477 

LIB3431-003-P1-K1-G8 

BLASTN 

g3777597 

36 

7.0e-ll 

40 

97 

Oryza sativa clone LS273 30S ribosomal protein S17 (rpsl7) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397478 

LIB3431-003-P1-K1-G9 

BLASTX 

g3386621 

445 

3.0e-44 

125 

67 

(AC004665) unknown protein [Arabidopsis thaliana] 
397479 

LIB3431-003-P1-K1-H10 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

397480 

LIB3431-003-P1-K1-H11 

BLASTX 

gl841462 

649 

4.0e-68 

130 

96 

(Y10991) Elongation factor 2 [Nicotiana tabacum] 



50679 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397481 

LIB3431-003-P1-K1-H4 

BLASTX 

g4539001 

494 

5.0e-50 

125 

73 

(AL049481) putative protein [Arabidopsis thaliana] 
397482 

LIB3431-003-P1-K1-H5 

BLASTX 

g2088650 

344 

2.0e-32 

137 

53 

(AF002109) peroxisomal ATP/ADP carrier protein isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397483 

LIB3431-003-P1-K1-H7 

BLASTX 

g4105721 

556 

3.0e-57 

135 

79 

(AF050129) 
[Zea mays] 



cell wall invertase Incwl; beta-f ructosidase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



397484 

LIB3431-003-P1-K1-H8 

BLASTN 

g4959460 

35 

5.0e-10 

35 

100 

Zea mays RACB small GTP binding protein mRNA, 



397485 

LIB3431-003-P1-N1-A11 

BLASTN 

g2662346 

185 

1.0e-99 

185 

100 

Oryza sativa mRNA for 



complete cds 



EF-1 alpha, complete cds 



397486 
LIB3431-003- 
BLASTX 
gl835731 



P1-N1-A12 



50680 



o • 



BLAST score 


269 






ixiai.cn xengun 




Or ^ /— 3 /~\ r*i 4~ ~? 4"tr 

^ iaenLXL.y 


78 


MPRT Dp^rr i rit" t nn 


(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 




^Q7487 

O-? / fiO / 


O \3- ^ • J- J-/ 


LIB3431-003-P1-N1-A6 


TvTo"(~ Vi oH 


RLA^TN 

DJJTIU X IN 


NCBI GI - 


g6063530 


BLAST score 


183 


Hi Value 


J. • VJC -70 


Fiatcn xengr.n 


907 


? laenxiTiy 


_7 O 


MPRT npqpr"i nf 1 ! nn 


Oryza sativa genomic DNA, chroitiosoiue 3^ clone ; P0043E01 


O c ♦ IN (J . 




UCL| • -L U 


LTB3431-003-P1-N1-B10 


IMG L-lll^U. 


BLASTN 


NCBI GI 


g20255 


BLAST score 


102 


T TTa Ilia 




FiaTi.cn xengun 




Q. -i ^-3 A Y*\ 4— t t T 

-6 laeniziuy 






O qaf i rfpnp fnr hpat" <?hr>pk nrnf Pin 82 HSP82 


beg. no. 




oeq. iu 


JjlDOri Jl UUj jT-L LNX £5*± 




DiirlO J. z\. 


NCBI GI 


g5002516 


BLAST score 


148 


Hj value 


^ . ue ij 


Match length 


yu 


% identity 




MP*R T Hdcpt"! r\+* "5 

LN JD X UCiSUlly LlUil 


(AT.078£0fi^ nnfsi" "1 r>"rn1~(=*i Ti [ ATflhi fion* 1 ? i tha 1 "i Anal 


beg. NO. 




OCvj. XJJ 


T.TR^4^1 -OO^-PI -Ml -R8 


1 JG Uii wm. 


RT.A^TN 


NCBI GI 


g3819189 


BLAST score 


71 


E value 


1. Uc OX 


Match length 


Q7 
O / 


t> laeiiuity 




IN^DX UeoOXX£JLX(J.li 


HrtT*r?onnn \mT rraro na y~\~ i al nriRMZi * r 1 1 nnp r^MWfin ^ ^ 4 
nuiUcuiu vu.xya.xc pal I Lai iiix\Lvri. / uiuiic ivvcrvj u ji 


beg, jno. 


oi? / 4 yx 


oeq. xu 


T.TR?4^1 — nn?-pi -Ml — PQ 

XiXOOfiOX UUJ IT J_ LN_L D_? 






NPRT 


a733454 


BLAST score 


217 


E value 


2.0e-17 


Match length 


47 


% identity 


89 


NCBI Description 


(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 



[Zea mays] 



50681 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397492 

LIB3431-003-P1-N1-C11 

BLASTX 

gll4332 

162 

2.0e-ll 

33 
100 

PLASMA MEMBRANE ATPASE 1 (PROTON PUMP) 

>gi_482389_pir A45506 H+-transporting ATPase (EC 3.6.1.35) 

LHA1 - tomato >gi_170464 (M60166) H+ -ATPase [Lycopersicon 

esculentum] >gi_228405_prf 1803518A H ATPase [Lycopersicon 

esculent urn] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
"E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397493 

LIB3431-003-P1-N1-C4 

BLASTN 

g2072554 

217 

1.0e-119 

229 
99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 

397494 

LIB3431-003-P1-N1-C9 

BLASTN 

g3075487 

211 

1.0e-115 

211 

100 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 

397495 

LIB3431-003-P1-N1-D11 

BLASTN 

g3126853 

179 

5.0e-96 

221 

100 

Oryza sativa chlorophyll a/b binding protein (RCABP89) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397496 

LIB3431-003-P1-N1-D12 

BLASTN 

g3885887 

373 

0. 0e+00 

373 

100 

Oryza sativa high mobility group protein 



(HMG) mRNA, 



50682 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



complete cds 
397497 

LIB3431-003-P1-N1-D2 

BLASTN 

g3075487 

243 

1.0e-134 

243 

100 

Oryza sativa chlorophyll a/b-binding protein 
mRNA, complete cds 



(RCABP69) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397498 

LIB3431-003-P1-N1-D6 

BLASTN 

g2072554 

242 

1.0e-134 

246 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397499 

LIB3431-003-P1-N1-D9 

BLASTN 

g2072554 

279 

1.0e-156 

291 
99 

Oryza sativa metallothionein-like protein mRNA, 
cds 



complete 



Seq. No. 


397500 


Seq. ID 


LIB3431-003-P1-N1-E1 


Method 


BLASTN 


NCBI GI 


g5091597 


BLAST score 


160 


E value 


8.0e-85 


Match length 


252 


% identity 


26 


NCBI Description 


Oryza sativa chromosome 1 BAC 10A19I, complete sequence 


Seq. No. 


397501 


Seq. ID 


LIB3431-003-P1-N1-E10 


Method 


BLASTN 


NCBI GI 


g3126853 


BLAST score 


81 


E value 


6.0e-38 


Match length 


101 


% identity 


95 


NCBI Description 


Oryza sativa chlorophyll a/b binding protein (RCABP89) 



mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



50683 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397502 

LIB3431-003-P1-N1-E2 

BLASTN 

g3777599 

190 

1.0e-103 

219 
98 

Oryza sativa clone LS101 50S ribosomal protein L5 (rpl5) 
mRNA, nuclear gene encoding chloroplast protein, partial 
cds 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397503 

LIB3431-003-P1-N1-E4 

BLASTN 

g2072554 

147 

4.0e-77 

227 
91 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 


397504 




Seq. ID 


LIB3431-003-P1-N1- 


-E8 


Method 


BLASTN 




NCBI GI 


g2913892 




BLAST score 


216 




E value 


1.0e-118 




Match length 


250 




% identity 


96 




NCBI Description 


Oryza sativa mRNA 


for 


Seq. No. 


397505 




Seq. ID 


LIB3431-003-P1-N1- 


-F4 


Method 


BLASTN 




NCBI GI 


g2306980 




BLAST score 


86 




E value 


1.0e-40 




Match length 


118 




% identity 


94 




NCBI Description 


Oryza sativa photosysl 




complete cds 




Seq. No. 


397506 




Seq. ID 


LIB3431-003-P1-N1- 


-G5 


Method 


BLASTX 




NCBI GI 


g3122291 




BLAST score 


221 




E value 


6.0e-lB 




Match length 


82 




% identity 


49 





NCBI Description 



INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE PHOSPHO-HYDROLASE) 
(PPASE) >gi_2624379_emb_CAA04453_ (AJ001000) inorganic 
pyrophosphatase (pyrophosphate phospho-hydrolase) [Pichia 
pastoris] 



50684 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397507 

LIB3431-003-P1-N1-G7 

BLASTN 

g3885891 

253 

1.0e-140 

267 
99 

Oryza sativa photosystem-1 
mRNA, complete cds 



F subunit precursor (PSI-F) 



397508 

LIB3431-003-P1-N1-H11 

BLASTN 

g2072554 

210 

1.0e-115 

210 
100 

Oryza sativa metallothionein-like protein mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



397509 

LIB3431-003-P1-N1-H2 

BLASTX 

g3913633 

172 

1.0e-12 

41 

83 

HYPOTHETICAL PROTEIN F8A5.25 >gi_ 
protein [Arabidopsis thaliana] 



2462742 (AC002292) Unknown 



397510 

LIB3431-003-P1-N1-H6 

BLASTX 

g2088650 

202 

5.0e-16 

56 
70 

(AF002109) peroxisomal ATP/ADP carrier protein isolog 
[Arabidopsis thaliana] 

397511 

LIB3431-004-P1-K1-A1 

BLASTX 

gl063400 

437 

2.0e-43 

123 

75 

(X92888) glycolate oxidase [Lycopersicon esculentum] 



397512 

LIB3431-004- 
BLASTN 



P1-K1-A10 



50685 



NCBI GI 


a20181 


BLAST score 


41 


E value 


6.0e-14 


Ms +■ 1 on rr1~ h 
lid l. 011 -Lciiy uii 


57 








Pi pp f^H^R rrpnp *Fot* 1 i 
i\_L. ^ c ^GUw^rv y cue jlwjl -l j. 




a/b— binding protein 




397513 


Sea. ID 


LIB3431-004-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl352461 


BLAST score 


292 


T? TTal no 
Ej val Lit: 




L v ia. Lull lcll^ UIi 


v O 






MPRT Dp qpt* "i nt* i on 


IN2-2 PROTEIN 


OC^t IN U • 






LIB3431-004-P1-K1-A12- 




BLASTX 


NCBI GI 


gl32105 


BLAST score 


630 


E value 


2.0e-65 


Match length 


123 


% identity 


92 


NCBI Description 


RIBULOSE BIS PHOSPHATE 



LBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094j?ir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375jprf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


397515 


Seq. ID 


LIB3431-004-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3759184 


BLAST score 


221 


E value 


1.0e-18 


Match length 


53 


% identity 


70 


NCBI Description 


(AB018441) phi-1 [Nicotiana tabacum] 


Seq. No. 


397516 


Seq. ID 


LIB3431-004-P1-K1-A5 


Method 


BLASTN 


NCBI GI 


g5091597 


BLAST score 


160 


E value 


1.0e-84 


Match length 


252 


% identity 


26 


NCBI Description 


Oryza sativa chromosome 1 BAC 10A19I 


Seq. No. 


397517 



50686 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-004-P1-K1-A6 

BLASTX 

g2407281 

705 

1.0e-74 

132 
99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

397518 

LIB3431-004-P1-K1-A8 

BLASTX 

g2072555 

314 

3.0e-29 

59 

95 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


397519 


Seq. ID 


LIB3431-004-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl800227 


BLAST score 


176 


E value 


7.0e-13 


Match length 


41 


% identity 


63 


NCBI Description 


(U76004) Bowman-Birk 


Seq. No. 


397520 


Seq. ID 


LIB3431-004-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3249105 


BLAST score 


159 


E value 


1.0e-10 


Match length 


105 


% identity 


33 


NCBI Description 


(AC003114) Contains : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 
397521 

LIB3431-004-P1-K1-B10 

BLASTX 

g2130089 

404 

2.0e-39 

80 

90 

2-oxoglutarate/malate translocator (clone OMT103) , 
mitochondrial membrane - proso millet 

>gi_1100743_dbj_BAA08105_ (D45075) 2-oxoglutarate/malate 
translocator [Panicum miliaceum] 



Seq. No. 



397522 



50687 



€1 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-004-P1-K1-B9 

BLASTX 

gl31166 

475 

1.0e-47 

94 
94 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 

(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) >gi_82100_pir S00449 

photosystem I chain II precursor - tomato >gi_1704 92 





fM°1'H44} nhf>1~o^ v^ff^m T snhmn i t~ TT DTfifpi n Drpcursor 

y L i.£-M -L *J T M J k/llvLvO y iJ 1<^1U -1. <J \JL1*J \JiLi.J— l_ J L k/J. v Jc"*^ WJ- ' \_/ J_ 




[ijy uupci Co L/UJ.C11 u lull j /^yi z. iL u J ^ ^ji. j_ i y ui j i 




nhnf v^tpTn T rparfi on rpntpr IT TLvpooersicon esculentuml 


acq. 1NU. 


O Q7 COO 


OCV^. XL/ 


T,TR^4^1 -004-P1 -K1 -PI ? 


Mf^hnrJ 


BLASTX 


NCBI GI 


g2961176 


BLAST score 


569 


E value 


1.0e-58 


Match length 


146 


% identity 


78 


NCBI Description 


(AF050674) ribosomal protein L27 precursor [Oryza sativa] 


Seq, No. 


397524 


Seq. ID 


LIB3431-004-P1-K1-C4 


Method 


BLASTX 


NCBI GI ' 


gl32105 


BLAST score 


600 


E value 


2.0e-62 


Match length 


129 


% identity 


88 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4,1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



397525 

LIB3431-004-P1-K1-C5 

BLASTN 

gl808687 

61 

1.0e-25 

109 

89 



NCBI Description S.stapfianus pSD.13 mRNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



397526 

LIB3431-004-P1-K1-C7 

BLASTN 

g4138289 

270 



50688 



J— J V <— i X KjL\^i 


1 Oe-150 - 


Maff Vi "j printh 


277 


O 1UC11U1 Ly 


100 


NCBI Description 


Orvza sativa mRNA for thioredoxin M 


O C ^ • LNU • 


3975P7 


Seq. ID 


LIB3431-004-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4836934 


BLAST score 


196 


F. va 1 HP 


6 . Oe-15 


lid LLll J.CUU LU 


95 


S- -! H oti 1~ i +■ \7 
o luciiuiuy 


A ? 




\ nu v v v v u y n jfr piULCXii j_ c\x. ayj x o . 




J 1 U o 


Seq. ID 


LIB3 431-0 04 -P1-K1-D10 


Methnri 


BLASTX 


NCBI GI 


a4239879 


BLAST score 


303 


E value 


2.0e-27 


L JO L. Ul X XCll^LU 


109 




u u 




f Z\"RPl 1 f\1 &C\\ ni nfam-i no • f rupfnGP- £ — r > >'h^c:-nha+- 
\nDUlD / OUy oXUXdJUXIlc • ilUUtUoc D pnUbpildtc < 




2 TMn^ win ^ f"*n "1 n 1 


Ocq. LNO. 




Sea ID 


LIB3431-004-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gll8564 


BLAST score 


357 


E value 


4.0e-34 


Match length 


79 


% identity 


81 



NCBI Description 



GLYCERATE DEHYDROGENASE (NADH- DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase {EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi__18275_emb_CAA32764_ (X14609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397530 

LIB3431-004-P1-K1-D12 

BLASTX 

g2072555 

279 

8.0e-25 

51 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



397531 

LIB3431-004-P1-K1-D2 
BLASTX 



50689 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2565305 
316 

4.0e-36 

94 

85 

(AF024589) 



Triticum sp. ] 



glycine decarboxylase P subunit [Hordeum sp, x 



Sea. No 


397532 


Sprr TD 

O C *J ♦ X i-t 


t.tr^4^i -nn4-pi -?n -n^ 

LllDJU J. \J KJ *± iT J_ I\ J_ U *J 








rrl fi^B731 


BLAST score 


559 


E value 


1.0e-57 


Match length 


106 


o xvJ.tiilU.LL._y 


inn 

J.UU 


lnojjx ue&cripLion 


tuoouioj pnotosys rem 11 iu Kua poiypeptiiue [uryza sa 


OC^t IN vJ * 


O _/ / JjJ 


oeq. lu 


J_i1do4o1 — UU4 - rl— J\±-D4 


Method 


DT 7\C rpv 


WP'RT PT 




DT AQT crTira 
DLrio 1 buOIc 


4^n 


E value 


3.0e-41 


Match length 


106 


% identity 


/ 0 


NCBI Description 


(Y14198) hypothetical protein [Spinacia oleracea] 


Cprr Ma 


«J TP f O J4 


oeq. iu 


LIdo4j1 - UU4 — rl — J\l — DO 


fk/T/^v -r— X-\ /*3 

i v iei.noQ 




JN\^.DJL Ul 


gj0404 / / 






E value 


2.0e-62 


Match length 


114 


% identity 


1UU 


ln^ci uescnptiuii 


vfinuiDZoj; caroonic annyarase [uryza satiivaj 


Caz-t KT a 


0-7 / JJJ 


oeq. ID 


liliJo4oi-UU4-rl-J\l— Do 


iyiei,noa 


DT HQTM 


KIP'RT PT 


gooz 1 / O U 


DUniJl owlc 




E value 


3 Oe-09 


Match length 


33 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


397536 


Seq. ID 


LIB3431-004-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


560 


E value 


1.0e-57 


Match length 


112 


% identity 


98 


NCBI Description 


(AF094775) chlorophyll a/b-binding protein presursor 



50690 



sativa] 



Seq. No. 


397537 


Seq. ID 


LIB3431-004-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4585882 


RT.A^T <?nnrp 

DilfliJ i CD >^<J J- ~ 


S48 


Jut V d J_ U.C 






1 4 S 

X*± J 


O XUCiiLl L y 


7? 


IN X IJcoL-l ^-\J L Xvjil 


^/^uuooou j Jrox rype 1x1 cnxoropnyxx a/r>— Dmaing protein 




LHraoiaopsis unaxianaj 


Sea No 


397518 


Seq, ID 


LIB3431-004-P1-K1-D9 


Method 


BLASTX 


LN <^/.D X Ul 




utinij x dl^uxc 


JUJ 


JCj value 


0 . ue 0 0 


HClL>V_»li XCliy Lil 


0 j 


St t Hon')" -I "H\t 
^ XU.C11T-.X uy 






(AF011331) glycine~-rich protein [Oryza sativa] 


O • 1 H W « 




Seq. ID 


LIB3431-004-P1-K1-E1 


Method 


BLASTX 


\TPDT PT 
INV^-DX oX 


yjij04 / D 


Oiifio i score 




E value 


1 . ue-J J 


net Luii xtiiiy lia 




% identity 


/ 1 


JNL/Dx Description 


tAi;UD/xoo) aquaporxn 2. [Samanea saman] 


Sea No 


397540 


Seq. ID 


LIB3431-004-P1-K1-E11 


Method 


BLASTX 


IN^-DX Ul 


gzo / UOXX 




■J u 


Iii ValUc 


x • ue jj 




1UO 


^ laeiiLiuy 


y o 


lnujdx uesciipuion 


(AfUzz/ooj cnioropnyll a-t> Joxnamg protein [Oryza sativa] 


Sea No 


397541 


Sea ID 


T.TR1411 -D04-P1 -K1 -V0 

U1DJ1J1 w V 1 XT X I\X HiZ, 


Method 


BLASTX 


NCBI GI 


g4678311 


DXifio ± oLore 


X / D 


E value 


o . ue~xo 


Match length 


Dl 


% identity 


62 


NCBI Description 


(AL049655) aquaporin/MIP-like protein [Arabidopsis 




thaliana] 


Seq. No, 


397542 


Seq. ID 


LIB3431-004-P1-K1-E3 


Method 


BLASTX 



50691 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g417260 
329 

7.0e-32 

127 
58 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi__20263_emb_CAA48706__ (X68807) 
light-regulated gene [Oryza sativa] 

397543 

LIB3431-004-P1-K1-E4 

BLASTN 

g20262 

89 

1.0e-42 

165 
88 

0. sativa light-induced mRNA 
397544 

LIB3431-004-P1-K1-E6 

BLASTX 

g2130073 

415 

1.0e-40 

116 

72 

fructose-bisphosphate aldolase (EC 4.1.2.13) isoenzyme C-l, 
cytosolic - rice >giJ786178_dbj JBAA08845_ (D50307) aldolase 
C-l [Oryza sativa] >gi_790970_dbj_BAA08830__ (D50301) 
aldolase C-l [Oryza sativa] 

397545 

LIB3431-004-P1-K1-E8 

BLASTX 

g4586039 

409 

6.0e-40 

127 

62 

(AC007109) unknown protein [Arabidopsis thaliana] 
397546 

LIB3431-004-P1-K1-E9 

BLASTN 

g259136 

273 

1.0e-152 

273 

100 

oryzacystatin^cysteine protease inhibitor [Oryza^rice, 
mRNA, 643 nt] 



Seq. No. 
Seq. ID 
Method 
^NCBI GI 



397547 

LIB3431-004-P1-K1-F10 

BLASTX 

g871931 



50692 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



449 

1.0e-44 

108 
84 

(D30763) ferredoxin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397548 

LIB3431-004-P1-K1-F11 

BLASTX 

g3808101 

552 

1.0e-56 

115 

91 

(AJ012165) chloroplast protease [Capsicum annuura] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 



397549 

LIB3431-004-P1-K1-F2 

BLASTN 

g4138289 



BLAST score 


82 


E value 


2.0e-38 


Match length 


118 


% identity 


92 


NCBI Description 


Oryza sativa mRNA for thioredoxin M 


Seq. No. 


397550 


Seq. ID 


LIB3431-004-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3643602 


BLAST score 


207 


E value 


6.0e-17 


Match length 


58 


% identity 


71 


NCBI Description 


(AC005395) putative tonoplast intrinsic prote: 




[Arabidopsis thaliana] 


Seq. No. 


397551 


Seq. ID 


LIB3431-004-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3702329 


BLAST score 


187 


E value 


6.0e-14 


Match length 


128 


% identity 


33 


NCBI Description 


(AC005397) hypothetical protein [Arabidopsis - 


Seq. No. 


397552 


Seq. ID 


LIB3431-004-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


300 


E value 


3.0e-30 


Match length 


101 


% identity 


72 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 



50693 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor {clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397553 

LIB3431-004-P1-K1-F9 

BLASTX 

g4263696 

245 

9.0e-21 
94 

54 . 

(AC006223) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397554 

LIB3431-004-P1-K1-G1 

BLASTX 

g5734636 

325 

4.0e-30 

117 - 
50 

(AP000391) 
sativa] 



Similar to putative lipase (AC006232) [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397555 

LIB3431-004-P1-K1-G6 

BLASTX 

g2497746 

167 

3.0e-12 

41 

78 

NONSPECIFIC LIP ID-TRANSFER PROTEIN 2 PRECURSOR (LTP 2) 
>gi__951334 (U31766) lipid transfer protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397556 

LIB3431-004-P1-K1-G7 

BLASTN 

g3618309 

53 

1.0e-21 

64 

97 

Oryza sativa mRNA for zinc finger protein, complete cds, 
clone:E10707 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



397557 

LIB3431-004-P1-K1-G9 

BLASTX 

gl707998 

684 



50694 



€1 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



4.0e-72 

155 

88 

SERINE HYDROX YMETHYLTRANS FERASE , MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 

(SHMT) >gi_481944_pir S40218 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - potato 
>gi_438247_emb_CAA81082_ (Z25863) glycine 
hydroxymethyltransferase [Solanum tuberosum] 

397558 

LIB3431-004-P1-K1-H10 

BLASTX 

g2072555 

340 

5.0e-32 

62 

97 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

397559 

LIB3431-004-P1-K1-H3 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

397560 

LIB3431-004-P1-K1-H5 

BLASTX 

gl!5766 

321 

5.0e-30 

80 

75 

CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCI TYPE II 

CAB) >gi_82243_pir S00442 chlorophyll a/b-binding protein 

precursor - garden petunia >gi_169214 (M21317) chlorophyll 
binding protein precursor [Petunia hybrida] 

>gi_226259_prf 1503272A chlorophyll binding protein 

[Petunia sp.] 

397561 

LIB3431-004-P1-K1-H7 

BLASTX 

gl31225 

538 

2.0e-55 

132 

86 



50695 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

397562 

LIB3431-004-P1-N1-A11 

BLASTN 

g5091597 

145 

7.0e-76 

241 

25 

Oryza sativa chromosome 1 BAC 10A19I, complete sequence 
397563 

LIB3431-004-P1-N1-A3 

BLASTN 

g2072554 

280 

1.0e-156 

284 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



397564 

LIB3431-004-P1-N1-B4 

BLASTX 

g3063524 

262 

9.0e-23 

58 

88 

(AF052305) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] * 

397565 

LIB3431-004-P1-N1-B5 

BLASTX 

g517500 

216 

1.0e-17 

57 
77 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_44 4338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 

397566 

LIB3431-004-P1-N1-B6 

BLASTX 

g517500 

210 

6.0e-17 

57 

75 



50696 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

0E17 protein [Pisum sativum] 

397567 

LIB3431-004-P1-N1-C1 

BLASTN 

g3819189 

39 

1.0e-12 

59 
92 

Hordeum vulgare partial mRNA; clone cMWG0654 
397568 

LIB3431-004-P1-N1-C10 

BLASTN 

g218207 

207 

1.0e-113 

235 

97 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 

397569 

LIB3431-004-P1-N1-C4 

BLASTN 

g4176421 

77 

1.0e-35 

77 

100 

Oryza sativa rpll2-l gene for chloroplast ribosomal protein 
LI 2, complete cds 

397570 

LIB3431-004-P1-N1-C5 

BLASTX 

g4115939 

200 

1.0e-15 

50 
40 

(AF118223) contains similarity to Methanobacterium 
thermoautotrophicum transcriptional regulator (GB:AE000850) 
[Arabidopsis thaliana] 

397571 

LIB3431-004-P1-N1-C6 

BLASTX 

g4115939 

167 

8.0e-12 

41 

73 



50697 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF118223) contains similarity to Methanobacterium 
thermoautotrophicum transcriptional regulator (GB:AE000850 ) 
[Arabidopsis thaliana] 

397572 

LIB3431-004-P1-N1-C7 

BLASTN 

g3287498 

168 

1.0e-89 

180 
98 

Oryza sativa gene for importin alpha, complete cds 
397573 

LIB3431-004-P1-N1-C8 

BLASTN 

g416266 

133 

1.0e-68 

182 
93 

Rice mRNA for oxygen-evolving protein, partial sequence 
397574 

LIB3431-004-P1-N1-D11 

BLASTN 

g3345476 

146 

1.0e-76 

162 
98 

Oryza sativa gene for carbonic anhydrase, complete cds 
397575 

LIB3431-004-P1-N1-D2 

BLASTX 

g3789952 

161 

3.0e-ll 

31 

94 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397576 

LIB3431-004-P1-N1-D4 

BLASTN 

g2961175 

65 

4.0e-28 

69 
99 

Oryza sativa ribosomal protein L27 precursor, mRNA, 
gene encoding chloroplast protein, complete cds 



nuclear 



Seq. No. 



397577 



50698 



Sea. ID 


LIB34 31-004 -P1-N1-D9 


Method 


BLASTN 


NCBI GI 


gl835730 


BLAST score 


121 


E value 


1.0e-61 


MAtph 1 pnrrfh 


157 


% t Hpnt* "i +■ v 

o -i- v^i. 1. _i_ i_. y 


94 




Ovwa «?3*f~i\ra nhnt nci v^t £*rn TT 10 kDs rinl unPTTh l Hp ttiRNA 

\J J_ V Zj O. OCLL.XVGL UllULUiJYOLCUl X X X \J JVL/CL UUX V ^ UC it.LiAi.NZT. j 




conrDlete cds 






Seq. ID 


LIB34 31-004 -Pl-Nl-El 


Method 


BLASTN 


NCBI GI 


g2331130 


BLAST score 


152 


E value 


5.0e-80 


Matph 1 enath 


193 


0 1UC11L1LV 


94 


INV^rOJ. L/Cil i L^J 1 — LUii 


flr\773 eaf i tts rrl *7/-' n tip — t*i i"*Vi rirnf^i n ( O^fTRPl \ mRKTZV c\Tf\ir\ 1 o +* t 
ui y z,a oai l va y±y ( l i ic i l ui l piu lcxh \ vouixri j mrviNxT. / v^vjilllvxg h 




cds 






Sea ID 


LIB34 31-00 4-P1-N1-E4 


Method 


BLASTN 


NCBI GI 


a2072554 


BLAST score 


120 


E value 


5.0e-61 


M3T*Pri 1 eiTi rrf- Y\ 


X ^ \J 


is xa.enL.Lxy 




inudi uescriprion 


uryza sativa fflecaiioinionein liKe proLein iuKiNii/ comp±ei,e 




cds 


oeq. wo. 


JJ / OOU 


Sea TD 


Xl X Lj J1J1 u V ^ XX LNX iii-wJ 


Method 


BLASTX 


NCBI GI 


g2570511 


BLAST score 


163 


T**. "\T^ 1 IIP 
Hi V GXUC 


2 . Oe-22 


rue* Luii x ciiy i_ii 


67 


o luciiuxuy 


78 


NCRT D^^r'Titil'i on 

LW^UM i-ZVi 4_> Vrf X. _l_ l_ _l» ^XJ. 


fAF0??7*^P\ phi nrnnhvl 1 a— h Vii Tid i nrr nrnt"Pi n fOrv73 sativA 




O / Jul 


Sea ID 


LIB3431-004-P1-N1-E6 






NCBI GI 


gll5832 


BLAST score 


154 


E value 


2.0e-10 


Match length 


44 


% identity 


70 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCII TYPE I 



CAB) (LHCP) >gi_81414_pir JS0171 chlorophyll a/b-binding 

protein precursor - moss (Physcomitrella patens) >gi__169020 
(M23532) major chlorophyll binding protein [Physcomitrella 
patens] 

Seq. No. 397582 



50699 



Seq. ID 


LIB3431-004-P1-N1- 


-G12 


Method 


BLASTN 




NCBI GI 


g886692 




BLAST score 


107 




F* 1 lip 
J—i V CL-L. LLC 


1 Oe-53 




Lia J.C11U Lll 


123 






97 






D <?af i mRNA "for* 


1 i oi c\ transf pt nrni'P'i n . hi 


Se*o* Mo 


397583 




Seq. ID 


LIB3431-004-P1-N1- 


-G2 


Method 


BLASTN 




NCBI GI 


g3618309 




BLAST score 


95 




E value 


5.0e-46 




Match length 


234 




% identity 


93 




NCBI Description 


Oryza sativa mRNA 


for zinc finger protein, complete 



clone:E10707 



Seq. No. 


397584 




Seq. ID 


LIB3431-004-P1- 


■N1-G5 


Method 


BLASTN 




NCBI GI 


g2073379 




BLAST score 


178 




E value 


2.0e-95 




Match length 


208 




% identity 


96 




NCBI Description 


Rice CP26 mRNA, 


partial 


Seq. No. 


397585 




Seq. ID 


LIB3431-004-P1- 


■N1-G6 


Method 


BLASTN 




NCBI GI 


g2073379 




BLAST score 


58 




E value 


4.0e-24 




Match length 


72 




% identity 


94 




NCBI Description 


Rice CP26 mRNA, 


partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397586 

LIB3431-004-P1-N1-H2 

BLASTX 

g!31225 

167 

7.0e-12 

45 

69 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 397587 

Seq. ID LIB3431-004-P1-N1-H5 

Method BLASTN 

NCBI GI g2072554 



50700 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



268 

1.0e-149 

268 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



397588 

LIB3431-005-P1-K1-A10 

BLASTX 

g218157 

678 

1.0e-71 

137 
96 

(D13512) cytoplasmic aldolase [Oryza sativa] 



397589 
LIB3431-005- 
BLASTX 
g606817 



■P1-K1-A11 



BLAST score 




E value 


2.0e-14 


Match length 


46 


% identity 


80 


NCBI Description 


(U08404) carbonic anhydrase [Oryza : 




>gi_5 91778 3_gb_AAD5 6038. 1_AF1 8 2 8 0 6_ 




anhydrase 3 [Oryza sativa] 


Seq. No. 


397590 


Seq. ID 


LIB3431-005-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


387 


E value 


2.0e-37 


Match length 


73 


% identity 


100 


NCBI Description 


(AB016283) carbonic anhydrase [Oryz; 


Seq. No. 


397591 


Seq. ID 


LIB3431-005-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl31388 


BLAST score 


267 


E value 


2.0e-23 


Match length 


91 


% identity 


69 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 1 : 



sativa] 
1 (AF182806) 



carbonic 



PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 
Seq. ID 



397592 

LIB3431-005-P1-K1-A3 



50701 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g266893 

540 

2.0e-55 

108 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_322416_pir S28172 ribulose-bisphosphate carboxylase 

activase - cucumber >gi_18284_emb_CAA47906_ (X67674) 
rubisco activase [Cucumis sativus] 



O G q . IN O . 


TQ7 RQ'? 

o y f jjj 


O i-r TVS 

beq. id 




Method 


nltiio ± JN 


NCBI GI 


gl!957 


BLAST score 


399 


E value 


u . ue+uu 


Match length 


435 


% identity 


43 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


397594 


beq. ID 


lilBo4ol— UUO— ri- J\l-Ao 


Method 


JDLiAb i A 


NCBI GI 


g3913018 


BLAST score 


564 


E value 


2 . 0e-58 


Match length 


113 


% identity 


100 


NCBI Description 


FRUCTOSE-B IS PHOSPHATE ALDOLAbE, 1 




(ALDP) >gx_218155_dbj_BAA02730_ 




aldolase [Oryza sativa] 


Can \T/^ 

beq. jno . 


/ Djj 


beq. ID 


lilrio4oi-UUQ-r ±-j\l— rilU 


Method 


TJT TV c m\7 

BLASTX 


NCBI GI 


g4056487 


BLAST score 


397 


iLt vaiue 


0 * ue -3^7 


Match length 


98 


% identity 


76 


NCBI Description 


(AC005896) hypothetical protein 


Seq. No. 


397596 


Seq. ID 


LIB3431-005-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl346764 


BLAST score 


778 


E value 


3.0e-83 


Match length 


147 


% identity 


95 


NCBI Description 


SERINE/THREONINE PROTEIN PHOSPHA 1 




>gi_951336_gb_AAA74625_ (U31773) 




[Oryza sativa] 


Seq. No. 


397597 



CHLOROPLAST PRECURSOR 



50702 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-005-P1-K1-B12 

BLASTX 

g3075488 

513 

4.0e-52 

116 

84 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
397598 

LIB3431-005-P1-K1-B4 

BLASTX 

gl36640 

721 

2.0e-76 

144 

92 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_170785 (M62720) 
ubiquitin carrier protein [Triticum aestivum] 

397599 

LIB3431-005-P1-K1-B6 

BLASTX 

gl353352 

176 

2.0e-14 

83 

60 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



397600 

LIB3431-005-P1-K1-B7 

BLASTX 

g!32105 

707 

7.0e-75 

129 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

397601 

LIB3431-005-P1-K1-B9 

BLASTX 

g2961355 

232 

2.0e-19 
76 



50703 



% identity 

NCBI Description 

Seq. No* 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 

54 

(AL022140) glucosidase like protein [Arabidopsis thaliana] 
397602 

LIB3431-005-P1-K1-C1 

BLASTX 

g!15772 

589 

4.0e-61 

111 

100 

CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 

CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 

protein 1R precursor - rice >gi_20178_emb_CAA32108_ 

(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 

[Oryza sativa] 

397603 

LIB3431-005-P1-K1-C12 

BLASTX 

g3913193 

451 

7.0e-45 

150 

55 

CINNAMYL-ALCOHOL DEHYDROGENASE 1 (CAD) >gi_556422 (L36823) 
cinnamyl-alcohol dehydrogenase [Stylosanthes humilis] 

397604 

LIB3431-005-P1-K1-C4 

BLASTN 

g2072554 

286 

1.0e-160 

286 

100 

Oryza sativa iaetallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



397605 

LIB3431-005-P1-K1-C5 

BLASTX 

g3334320 

519 

7.0e-53 

103 

95 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

397606 

LIB3431-005-P1-K1-C7 

BLASTX 

g99894 

392 

3.0e-38 
100 



50704 



% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

chlorophyll a/b-binding protein 5 - soybean 
397607 

LIB3431-005-P1-K1-C9 

BLASTX 

g2832672 

154 

5.0e-10 

31 

97 

(AL021712) nifU-like protein [Arabidopsis thaliana] 
397608 

LIB3431-005-P1-K1-D1 

BLASTX 

g4559339 

481 

2.0e-48 

125 

77 

(AC007087) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 

397609 

LIB3431-005-P1-K1-D11 

BLASTX 

gl32105 

409 

6.0e-40 

102 

76 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ' ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397610 

LIB3431-005-P1-K1-D2 

BLASTX 

g283008 

576 

9.0e-71 

138 

92 

sucrose synthase (EC 2.4.1.13) - rice 

>gi_20366_emb_CAA46017_ (X64770) sucrose synthase [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 



397611 

LIB3431-005-P1-K1-D3 
BLASTX 



50705 



NCBI GI g!168599 
BLAST score 205 
E value 4 . Oe-16 

Match length 43 
% identity 100 
NCBI Description ATP SYNTHASE C CHAIN (LIPID-BINDING PROTEIN) (SUBUNIT III) 

>gi_1262602_dbj_BAA04320.1_ (D17510) H+-ATPase III subunit 

[Pinus thunbergii] 




Seq. No. 397612 

Seq. ID LIB3431-005-P1-K1-D5 

Method BLASTX 

NCBI GI gl29915 

BLAST score 674 

E value 5.0e-71 

Match length 147 

% identity 91 

NCBI Description PHOSPHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 

^ >gi_66912_pir TVWTGC phosphoglycerate kinase (EC 2.7.2.3) 

' precursor, chloroplast - wheat >gi_21833_emb_CAA33303_ 
(X15233) phosphoglycerate kinase (AA 1 - 480) [Triticum 
aestivum] >gi_3293043_emb_CAA51931_ (X73528) 
phosphoglycerate kinase [Triticum aestivum] 



Seq. No. 


397613 


Seq. ID 


LIB3431-005-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


457 


E value 


1.0e-45 


Match length 


129 


% identity 


71 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


397614 


Seq. ID 


LIB3431-005-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g729478 


BLAST score 


315 


E value 


3.0e-29 


Match length 


69 


% identity 


86 


NCBI Description 


FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR 



>gi_442481_dbjJBAA04616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_606964 9__dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647 (E1557 ) , C72400 (E1557 ) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



397615 

LIB3431-005-P1-K1-E1 

BLASTX 

g3789952 

534 

8.0e-55 

104 
95 



50706 



NCBI Description 



(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
r E value 
Match length 
% identity 
NCBI Description 



397616 

LIB3431-005-P1-K1-E11 

BLASTX 

g4455271 

227 

1.0e-18 

103 

47 

(AL035527) serine protease-like protein [Arabidopsis 
thaliana] 



Seq. No. 


397617 


Seq. ID 


LIB3431-005-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g4539404 


BLAST score 


374 


E value 


8.0e-36 


Match length 


91 


% identity 


74 


NCBI Description 


(AL049524) putative prote: 


Seq. No. 


397618 . 


Seq. ID 


LIB3431-005-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g3789947 


BLAST score 


124 


E value 


2.0e-63 


Match length 


164 


% identity 


95 


NCBI Description 


Oryza sativa translation 



mRNA, complete cds 



Seq. No. 


397619 


Seq. ID 


LIB3431-005-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3522947 


BLAST score 


181 


E value 


7.0e-14 


Match length 


68 


% identity 


53 


NCBI Description 


(AC004411) hypothetical 


Seq. No. 


397620 


Seq. ID 


LIB3431-005-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


584 


E value 


2.0e-60 


Match length 


124 


% identity 


91 


NCBI Description 


(U86018) photosystem II 


Seq. No. 


397621 


Seq. ID 


LIB3431-005-P1-K1-E6 



50707 



Method BLASTX 
NCBI GI gl32105 
BLAST score 340 
E value 4.0e-32 
Match length 86 
% identity 80 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_680 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor {clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

Seq. No. 397622 

Seq. ID LIB3431-005-P1-K1-E7 

Method BLASTX 

NCBI GI gl25580 

BLAST score 394 

E value 3.0e-38 

Match length 117 

% identity 71 

NCBI Description PHOSPHORIBULOKINASE PRECURSOR (PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_100839_pir S15743 phosphoribulokinase (EC 

2.7.1.19} - wheat >gi_5924030_emb_CAB56544 . 1_ (X51608) 
phosphoribulokinase [Triticum aestivum] 

Seq. No. 397623 

Seq. ID LIB3431-005-P1-K1-E9 

Method BLASTX 

NCBI GI gl055130 

BLAST score 241 

E value 2.0e-20 

Match length 120 

% identity 45 

NCBI Description (U39998) coded for by C. elegans cDNA yk92bll.3; coded for 
by C. elegans cDNA yk92bll.5; coded for by C. elegans cDNA 
yk78c2.5; coded for by C. elegans cDNA cm9a8; coded for by 
C. elegans cDNA yk66h8.3; coded for by C. elegans cDNA 
yk78c2.3 

Seq. No. 397624 

Seq. ID LIB3431-005-P1-K1-F1 

Method BLASTX 

NCBI GI gl346753 

BLAST score 143 

E value 2.0e-09 

Match length 37 

% identity 65 

NCBI Description SERINE/ THREONINE PROTEIN PHOSPHATASE PP1 ISOZYME 2 

>gi_2654373_emb_CAA82264_ (Z28632) protein phosphatase 1 
[Acetabularia cliftonii] 

Seq. No. 397625 

Seq. ID LIB3431-005-P1-K1-F11 



50708 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!32105 

683 

5.0e-72 

132 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68 0 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor {clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397626 

LIB3431-005-P1-K1-F12 

BLASTX 

g3063446 

198 

3.0e-15 

131 

37 

{AC003981) F22013.8 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397627 

LIB3431-005-P1-K1-F2 

BLASTN 

g3126853 

75 

4.0e-34 

217 

85 

Oryza sativa chlorophyll a/b binding protein (RCABP8 9) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397628 

LIB3431-005-P1-K1-F4 

BLASTX 

g671740 

453 

3.0e-45 

82 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



397629 

LIB3431-005-P1-K1-F6 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 



50709 



NCBI Description (AF001396) metallothionein-like protein [Oryza sativa] 

>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 397630 

Seq. ID LIB3431-005-P1-K1-F7 

Method BLASTX 

NCBI GI gl362009 

BLAST score 4 62 

E value 3.0e-46 

Match length 95 

% identity 54 

NCBI Description ubiquitin-like protein 7 - Arabidopsis thaliana 

Seq. No. 397631 

Seq. ID LIB3431-005-P1-K1-F8 

Method BLASTX 

NCBI GI g5922625 

BLAST' score 630 

E value 5.0e-66 

Match length 115 

% identity 99 



NCBI Description (AP000492) ESTs AU065732 (E51179) , AU030519 (E5117 9) 

correspond to a region of the predicted gene.; similar to 
epoxide hydrolases; coded for by A. thaliana cDNA T04215. 
(AF069298) [Oryza sativa] >gi_6016858_dbj_BAA85201 . 1_ 
(AP000570) ESTs AU065732 (E51179) , AU030519 (E51179) 
correspond to a region of the predicted gene.; Similar to 
epoxide hydrolases; coded for by A. thaliana cDNA T04215. 
(AF069298) [Oryza sativa] 

397632 

LIB3431-005-P1-K1-F9 
BLASTX 
g!778095 
443 

5.0e-44 
121 
68 

(U64903) putative sugar transporter; member of major 
facilitatiVe superfamily; integral membrane protein [Beta 
vulgaris] 

Seq. No. 397633 

Seq. ID LIB3431-005-P1-K1-G1 

Method BLASTX 

NCBI GI g285317 

BLAST score 562 

E value 7.0e-58 

Match length 140 

% identity 76 

NCBI Description dihydrolipo amide dehydrogenase (EC 1.8.1.4) -.garden pea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 397634 

Seq. ID LIB3431-005-P1-K1-G10 

Method BLASTN 

NCBI GI g4138289 



50710 



9 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



224 

1.0e-123 

240 

98 

Oryza sativa mRNA for thioredoxin M 
397635 

LIB3431-005-P1-K1-G2 

BLASTX 

g2130069 

712 

1.0e-75 

129 

98 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
397636 

LIB3431-005-P1-K1-G3 

BLASTX 

g2429290 

235 

8.0e-20 

47 

96 

(AF014469) peroxidase [Oryza sativa] , 
397637 

LIB3431-005-P1-K1-G4 

BLASTX 

g5918016 

211 

7.0e-17 

137 

36 

(AL035525) myosin-like protein [Arabidopsis thaliana] 
397638 

LIB3431-005-P1-K1-G6 

BLASTX 

g543867 

561 

1.0e-57 

150 

73 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_1076684_pir A47493 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor - sweet potato 
>gi_303626_dbj_BAA03526__ (D14699) Fl-ATPase gammma subunit 
[Ipomoea batatas] 



397639 

LIB3431-005- 

BLASTN 

g6015437 

37 

2.0e-ll 



P1-K1-G7 



50711 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



48 
66 

Homo sapiens PEX1 mRNA, complete cds 
397640 

LIB3431-005-P1-K1-G8 

BLASTN 

gl245938 

35 

4.0e-10 

35 
100 

rabClC-2 beta=chloride channel C1C-2G isoform [rabbits, 
heart atrium, mRNA, 2998 nt] 

397641 

LIB3431-005-P1-K1-G9 

BLASTX 

g4239845 

201 

1.0e-15 

122"- 
39 

(AB015855) transcription factor TEIL [Nicotiana tabacum] 
397642 

LIB3431-005-P1-K1-H1 

BLASTX 

gl33748 

211 

4.0e-17 

43 

98 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 >gi_70961_pir R3RZ12 

ribosomal protein S12 - rice chloroplast 
>gi_1213603_erab_CAA33929_ (X15901) ribosomal protein S12 

[Oryza sativa] >gi_226658_prf 1603356CJ ribosomal protein 

S12 [Oryza sativa] 

397643 

LIB3431-005-P1-K1-H10 

BLASTX 

g4454799 

644 

2.0e-67 

146 

88 

(AF079782) translation initiation factor 4A2 [Zea mays] 
397644 

LIB3431-005-P1-K1-H12 

BLASTX 

gl32105 

551 

1.0e-56 

122 
85 



50712 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj JBAA00538_ 
(D00643) small subunlt of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase^ [Oryza sativa] 

397645 

LIB3431-005-P1-K1-H2 

BLASTN 

g5852170 



Oryza sativa indica(GLA4) genomic DNA, chromosome 4,BAC 
clone:tl7804 

397646 

LIB3431-005-P1-K1-H5 

BLASTX 

gl747294 

468 

3.0e-51 

145 

80 

(D45383) vacuolar ^-pyrophosphatase [Oryza sativa] 
397647 

LIB3431-005-P1-K1-H7 

BLASTX 

gl33748 

429 

3.0e-42 

86 

99 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 >gi_70961_pir R3RZ12 

ribosomal protein S12 - rice chloroplast 
>gi_1213603_emb_CAA33929_ (X15901) ribosomal protein S12 

[Oryza sativa] >gi_226658_prf 1603356CJ ribosomal protein 

S12 [Oryza sativa] 

397648 

LIB3431-005-P1-K1-H8 

BLASTX 

gl346698 

622 

6.0e-65 

136 

91 

PHOSPHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 
>gi__21272_emb_CAA48479_ (X68430) phosphoglycerate kinase 



[Spinacia oleracea] 



50713 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



397649 

LIB3431-005-P1-N1-A10 

BLASTX 

gll3622 

277 

1.0e-24 

55 
98 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68197_pir ADRZY fructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - rice >gi_20204_emb_CAA37290_ 
(X53130) fructose-diphosphate aldolase (AA 1-358) [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397650 

LIB3431-005-P1-N1-A11 

BLASTX 

g3345477 

191 

2.0e-14 

40 
90 

(AB016283) carbonic anhydrase [Oryza sativa] 
397651 

LIB3431-005-P1-N1-A12 

BLASTN 

g60.6816 

279 

1.0e-156 

287 

99 

Oryza sativa chloroplast carbonic anhydrase mRNA, complete 
cds 



Seq. No. 


397652 




Seq. ID 


LIB3431-005-P1-N1-A2 




Method 


BLASTN 




NCBI GI 


g416266 




BLAST score 


102 




E value 


2.0e-50 




Match length 


164 




% identity 


90 




NCBI Description 


Rice mRNA for oxygen-evolving protein, partial 


sequence 


Seq. No. 


397653 




Seq. ID 


LIB3431-005-P1-N1-A3 




Method 


BLASTX 




NCBI GI 


gl67097 




BLAST score 


175 




E value 


4.0e-25 




Match length 


71 




% identity 


85 




NCBI Description 


(M55449) ribulose 1, 5-bisphosphate carboxylase 


activase 




[Hordeum vulgare] 




Seq. No. 


397654 





50714 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-005-P1-N1-A5 

BLASTX 

g82532 

295 

1.0e-26 

56 

100 

hypothetical 6K protein (rpsl5-trnL intergenic region) - 
rice chloroplast >gi_12046_emb_CAA33949_ (X15901) ORF56; 5 1 

portion of ORF393 [Oryza sativa] >gi_226666__prf 1603356CT 

ORF 393 N term [Oryza sativa] 

397655 

LIB3431-005-P1-N1-A8 

BLASTN 

g218154 

80 

5.0e-37 

140 

100 

Oryza sativa gene for cytoplasmic aldolase, 
clone : Aldp 



complete cds, 



l_f \^ VJ • J_\ w • 




Seq. ID 


LIB3431-005-P1-N1-B10 


Method 


BLASTX 


NCBI GI 


g4056487 


BLAST score 


152 


E value 


4.0e-10 


Match length 


40 


% identity 


70 


NCBI Description 


(AC005896) hypothetical ] 


Seq. No. 


397657 


Seq. ID 


LIB3431-005-P1-N1-B12 


Method 


BLASTX 


NCBI GI 


g2326947 . 


BLAST score 


216 


E value 


2.0e-17 


Match length 


42 


% identity 


98 


NCBI Description 


(Z50801) Chlorophyll a/b- 




[Zea mays] 


Sbq. No. 


397658 


Seq. ID 


LIB3431-005-P1-N1-B4 


Method 


BLASTN 


NCBI GI 


gl70784 


BLAST score 


42 


E value 


2.0e-14 


Match length 


78 


% identity 


88 



NCBI Description Wheat ubiquitin carrier protein (UBC1) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



397659 

LIB3431-005-P1-N1-B7 
BLASTN 



50715 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g218207 
272 

1.0e-151 

300 
98 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

POSSS1139 

397660 

LIB3431-005-P1-N1-C1 

BLASTX 

g2804572 

167 

1.0e-ll 

46 

76 

(AB006081) chlorophyll a/b-binding protein [Fagus crenata] 
397661 

LIB3431-005-P1-N1-C12 

BLASTX 

g558511 

150 

9.0e-10 

32 
91 

(D16624) cinnamyl alcohol dehydrogenase [Eucalyptus 
botryoides] 

397662 

LIB3431-005-P1-N1-C3 

BLASTN 

g20191 

380 

0.0e+00 

411 

98 

0. sativa mRNA for catalase 
397663 

LIB3431-005-P1-N1-C4 

BLASTN 

g2072554 

267 

1.0e-148 

279 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



397664 

LIB3431-005-P1-N1-C8 

BLASTX 

gll68587 

217 

1.0e-17 



50716 



Match length 


52 


% identity 


83 


NCBI Description 


ATP SYNTHASE DELTA CHAIN rHT.nROPT.A9T PRFrrfRQnP 




"^y- 1 - -Lvoi'iy / JtrX.L OlJ/^O IIT" L-XcUlSpOXl-Xng rilir SynTinaSe ^ CjU 




o.o.x.o<±; boivgnuiiT ^gx oxizox eiuD lm4ooUj tAobUU4J 




ii V r / LianopuL umy i-iiir oyiinidoc [ooxgnuiu JJXCOJ-Orj 


Sea Mo 




Seq. ID 


LIB3431-005-P1-N1 -HI 0 


Method 


BLASTX 


NCBI GI 


g223582 


BLAST score 


168 


E value 


7 . Oe-24 


Match length 


77 


% idenfcitv 


90 


NCBI Description 


histone H4 rHnmn ^^ni *=»n 


Sea No 




Seq, ID 


LIB3431-005-P1-N1-D2 


Method 


BLASTN 


NCBI GI 


g20365 


BLAST score 


173 


E value 


9 . Oe-93 


Match 1 pnrrfh 


177 






NCBI Descririt inn 


UiOdLxva rvoox yciie lor sucrose synunase 


O ^ « L\\J » 


/ DO / 


Sea TD 


T.TR^d^l — 00^— PI —Ml — n"3 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


330 


E value 


o Oe+no 

\J • wC t y y 


Match length 


374 


O 1UC11L1LV 


Q7 


NCBI Descriotion 


rvxot; oL/iti^jxfc; ic uiiiuxupiasc genome 


Sea Wn 




Seq. ID 


T,TR^4*^1 — 00R— Pi —Ml — n£ 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


171 


E value 


6 0e-12 


Match lenath 


34 


o xuciii — l 


Q4 


NCBI Description 


1 ARD1 h / n 1 f"' a ~y*\~scst\ n anh xrW vn cq rAvirT^s n ■! TT ^ ^ l 
inou±060 jj OaXJ^tjIxXC ailXlyClXaSS [UiyZa SatlVdJ 


^f^rr Kin 




Seq. ID 


T,TR?4^1 -DOR-PI -KM _n7 

J-iXi3JftJi UUJ irX LNX Ui 


Method 


BLASTX 


NCBI GI 


g729478 


BLAST score 


371 


E value 


1.0e-35 


Match length 


84 


% identity 


85 


NCBI Description 


FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 



( D177 90 ) f erredoxin-NADP+ 



50717 



Seq. No. 

Seq. ID 

Method 

NCBj^.GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



reductase [Oryza sativa] >gi_6069649_dbj_BAA85425. 1_ 
(AP000616) ESTs AU078647 (E1557 ) , C72400 (E1557 ) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 

397670 

LIB3431-005-P1-N1-E1 

BLASTN 

g3789951 

190 

1.0e-102 

247 
98 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



397671 

LIB3431-005-P1-N1-E11 

BLASTX 

g2695937 

197 

3.0e-15 

61 

49 

(AJ222782) subtilisin-like protease [Hordeum vulgare] 



397672 

LIB3431- 

BLASTN 



005-P1-N1-E3 



NCBI GI 


g3789947 


BLAST score 


287 


E value 


1.0e-160 


Match length 


291 


% identity 


100 


NCBI Description 


Oryza sativa translation initiation factor 




mRNA, complete cds 


Seq. No. 


397673 


Seq. ID 


LIB3431-005-P1-N1-E5 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


202 


E value 


2.0e-18 


Match length 


66 


% identity 


79 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide 


Seq. No. 


397674 


Seq. ID 


LIB3431-005-P1-N1-E6 


Method 


BLASTX 


NCBI GI 


g347451 


BLAST score 


248 


E value 


4.0e-21 


Match length 


48 


% identity 


100 


NCBI Description 


(L22155) ribulose 1, 5-bisphosphate carboxyL 



5A (eIF-5A) 



50718 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sativa] 
397675 

LIB3431-005-P1-N1-F3 

BLASTN 

g5091597 

149 

4.0e-78 

229 

29 

Oryza sativa chromosome 1 BAC 10A19I, complete sequence 
397676 

LIB3431-005-P1-N1-F4 

BLASTX 

g671740 

150 

9.0e-10 

28 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

397677 

LIB3431-005-P1-N1-F5 

BLASTN 

g21838 

56 

1.0e-22 

209 

83 

T.aestivum PRK gene for ribulose-5-phosphate kinase 
397678 

LIB3431-005-P1-N1-F6 
BLASTN 

g2072554 * 
246 

1.0e-136 

262 

98 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



397679 

LIB3431-005-P1-N1-F7 

BLASTX 

gl362009 

259 

2.0e-22 

55 
47 



NCBI Description ubiquitin-like protein 7 - Arabidopsis thaliana 



Seq. No. 
Seq. ID 
Method 



397680 

LIB3431-005-P1-N1-F8 
BLASTX 



50719 



o 

NCBI GI g5922625 

BLAST score 412 

E value 2.0e-40 

Match length 75 

% identity 100 

NCBI Description (AP000492) ESTs AU065732 (E51179) , AU030519 {E5117 9) 

correspond to a region of the predicted gene.; similar to 
epoxide hydrolases; coded for by A. thaliana cDNA T04215. 
(AF069298) [Oryza sativa] >gi_6016858_dbj_BAA85201 . 1_ 
(AP000570) ESTs AU065732 (E51179) , AU030519 (E51179) 
correspond to a region of the predicted gene.; Similar to 
epoxide hydrolases; coded for by A. thaliana cDNA T04215. 
(AF069298) [Oryza sativa] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



397681 

LIB3431-005-P1-N1-G10 

BLASTX 

g4138290 

309 

3.0e-28 

61 

98 

(AJ005841) thioredoxin M [Oryza sativa] 
397682 

LIB3431-005-P1-N1-G2 

BLASTN 

g20191 ^ 

391 

0.0e+00 

406 

100 



NCBI Description 0. sativa mRNA for catalase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397683 

LIB3431-005-P1-N1-G3 

BLASTN 

g2429289 

152 

6.0e-80 

184 

96 

Oryza sativa peroxidase (P0X5.1) mRNA, complete cds 
397684 

LIB3431-005-P1-N1-H10 

BLASTX 

g547712 

298 

7.0e-27 

57 

100 

EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 

>gi_542153_pir S38358 translation initiation factor eIF-4A 

- rice >gi_303844__dbj_BAA02152_ (D12627) eukaryotic 
initiation factor 4A [Oryza sativa] 



50720 



0 



. Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI^ Description 



397685 

LIB3431-005-P1-N1-H12 

BLASTX 

g671740 

458 

6.0e-4 6 

83 
100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

397686 

LIB3431-005-P1-N1-H2 

BLASTX 

g3776573 

225 

2.0e-18 

56 

68 

(AC005388) Similar to nodulins and lipase homolog F14J9.5 
gi__3482914 from Arabidopsis thaliana BAC gb__AC003970 . 
Alternate first exon from 72258 to 72509. [Arabidopsis 
thaliana] 

397687 

LIB3431-005-P1-N1-H5 

BLASTN 

g3298473 

108 

6.0e-54 

197 

88 

Oryza sativa gene for ovpl, complete cds 
397688 

LIB3431-005-P1-N1-H7 

BLASTX 

gll73275 

337 

1.0e-31 

84 

83 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S7 

>gi_2119068_pir S58630 ribosomal protein S7 - maize 

chloroplast >gi_902274_emb__CAA60339_ (X86563) ribosomal 
protein S7 [Zea mays] >gi_902298_emb_CAA60362_ (X86563) 
ribosomal protein S7 [Zea mays] 

397689 

LIB3431-006-P1-K1-A1 

BLASTX 

g3345477 

476 

6.0e-48 

89 
99 

(AB016283) carbonic anhydrase [Oryza sativa] 



50721 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397690 

LIB3431-006-P1-K1-A10 

BLASTX 

g3128186 

250 

2.0e-21 

131 

44 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
397691 

LIB3431-006-P1-K1-A11 

BLASTX 

g4996602 

268 

2.0e-23 
71 
75 

(AB022273) 
tabacum] 



thylakoid-bound ascorbate peroxidase [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397692 

LIB3431-006-P1-K1-A12 

BLASTX 

g5257277 

503 

6.0e-51 

109 

91 

(AP000364) ESTs C98431 (E0144 ) , C71728 (E0144 ) correspond to a 
region of the predicted gene.; Similar to Medicago sativa 
S-adenosyl-L-methionine. (U20736) [Oryza sativa] 

397693 

LIB3431-006-P1-K1-A3 

BLASTX 

gl33748 

634 

3.0e-66 

124 

100 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 >gi_70961jpir R3RZ12 

ribosomal protein S12 - rice chloroplast 

>gi_1213603_emb_CAA33929_ (X15901) ribosomal protein S12 

[Oryza sativa] >gi_226658_prf 1603356CJ ribosomal protein 

S12 [Oryza sativa] 

397694 

LIB3431-006-P1-K1-A4 

BLASTX 

g2570511 

633 

3.0e-66 

123 

98 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 



50722 







Sea ID 


LIB3431-006-P1-K1-A6 

XI X LJ «J J X U U V -EX i-V X XT. \J 


Method 


BLASTX 


NCBI GI 


g3126854 






JZj V a X LLC 




l v 4a Lull XCLiy L,ll 


1 97 


0 X L1L y 


74 




Irir uoij / i) Lnioropnyii a/p Jjinainy proiein L^^-y^a SaiiVaj 


O C • LN U • 


j j / \j Zf u 


Seq. ID 


LIB3431-006-P1-K1-A7 

XJ X J— ' " — ^ _L U V U XX J-V _L n / 


Method 


BLASTX 


NCBI GI 


g4588906 


RT.AST qmrp 


447 


Hi V Q± UC 


i np-44 

1» UC *i *± 


Ma +* r^Y) 1 an rri~ )-» 
Ud X Ciiy L.I1 




O lUCiiLX L y 


Zf\J 




( ATI 1 ft 1 A Ot ^ ri Krtarimal nrnfain Q7 rQapa 1 a nflraa 1 ol 
^rvc xxo x *± :? ; xxJ^OoUIilax pxUL.ein 0/ (.OcCalS Cercalc j 


O " ^ # LN » 




Sea ID 


T.TR3431 -OOfi-Pl -K1 -AQ 


Method 


BLASTX 


NCBI GI 


g4914452 


rsixtt.o ± score 


AAA 
ft 41 4 


E value 


h • ue 4 ^ 


rQatcfi lengrn 




0 1UC1 1 L. X L. y 


64 


inl-id± uescnp tion 


(AL050398) putative protein [Arabidopsis thaliana] 


Qq/T" Mo 


^Q7 fiQft 


Spot TD 


lilDJI Jl UUO ITx i\X XDX 




OXLTlO 1A 


NCBI GI 


all5787 


BLAST srorp 


681 


E value 


8 # 0e-72 


Match length 


152 


% identity 


88 


Ln^di UcaLIipLlUH 


PHT ni^f^DtlVT T A — 13 PTXinTXir* DDPinPTT TM O DDT?PfTDCr\D /T tlPTT rpvDT? T 

^nljUKUlrnlijxj dXInUxInvj rKUlxjlIN £ xtKHjUUKoUK tJjnUlX llJrili 1 




^LinUirj ^gi oz4t>x pir oUj/ud cnxoropnyxx a/D oinaing 




protein precursor - rice >gi ^uio^ eiriD CAAoziuy 




^Aijyuy] cnioropnyn a/u-Dinamg preprocem (AA -^o to iooj 




[Oryza sativa] 








XJ±i3jftOX UUD XX i\X DlU 


Method 


BLASTX 


ll^DX OX 


rr^7ft QQR9 


BLAST score 


484 


E value 


1.0e-48 


Match length 


104 


% identity 


91 


NCBI Description 


(AF094775) chlorophyll a/b-binding protein presursor [Oryza 




sativa] 



Seq. No. 



397700 



50723 





O • 


Seq. ID 


LIB3431-006-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4926827 


BLAST score 


401 


E value 


6.0e-39 


Match length 


97 


% identity 


/ / 


NCBI Description 


(AC004135) T17H7.12 [Arabidopsis thaliana] 


Seq. No. 


397701 


Seq. ID 


LIB3431-006-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


1.0e-19 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




>gi_olU J441_gD_AAFUoou 3 . 1 (AET477oo) metallotnionem-liKe 




protein [Oryza sativa] 


Seq. No. 


397702 


Seq. ID' 


LIB3431-006-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


745 


E value 


3.0e-79 


Match length 


156 


s identity 


91 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


397703 


Seq. ID 


LIB3431-006-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl29231 


BLAST score 


771 


E value 


2.0e-82 


Match length 


146 


% identity 


97 



NCBI Description 



ORYZAIN ALPHA CHAIN PRECURSOR >gi_67644jpir KHRZOA oryzain 

(EC 3.4.22.-) alpha precursor - rice 

>gi_218181_dbj__BAA14402_ (D90406) oryzain alpha precursor 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 

Seq. No. 
Seq. ID 
Method 



397704 

LIB3431-006-P1-K1-B7 

BLASTN 

g2570516 

331 

0.0e+00 

370 

98 

Oryza sativa thioredoxin F isoform mRNA, complete cds 
397705 

LIB3431-006-P1-K1-B8 
BLASTX 



50724 





O • 


NCBI GI 


g2827078 


BLAST score 


185 


E value 


6.0e-14 


Match length 


92 


"1 ^ ^ ^ * t 

^ laenrity 


a a 


NCBI Description 


(AF020270) malate dehydrogenase precursor 


Seq. No. 


397706 


Seq. ID - 


LIB3431-006-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4019275 


BLAST score 


158 


E value 


1.0e-10 


Match length 


130 


% identity 


A 

4 


NCBI Description 


(AF083424) orf 48 [Ateline herpesvirus 3] 


Seq. No. 


397707 


Seq. ID 


LIB3431-006-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


gll73027 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


36 


% identity 


86 


NCBI Description 


bub RIBOSOMAL PROTEIN L31 >gi 915313 (U237 




protein L31 [Nicotiana glutinosa] 


Seq. No. 


397708 


Seq. ID 


LIB3431-006-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3047124 


BLAST score 


188 


E value 


5.0e-14 


Match length 


57 


% identity 


ol 


NCBI Description 


(AF058919) No definition line found [Arabi< 


Seq. No. 


397709 


Seq. ID 


LIB3431-006-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


547 


E value 


3.0e-56 


Match length 


119 


% identity 


87 



ribosoraal 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364)- 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 



397710 



50725 



Seq. " ID 


LIB3431-006-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g!052960 


BLAST score 


768 


F. vfl 1 np 


J • Uc O Z, 


Match lpnerth 


147 


% -] Hpnt* "i I - v 




NCBI De^rrinl - ion 


(1137437^ PNTT.34 fTnnmnpa rn 1 1 


G V-J * LH \J m 


39771 1 

*J Z? t /XX 


Seq. ID 


LIB3431-006-P1-K1-C5 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


35 


E va 1 hp 

J— 1 V \JL LA ■w' 


6. Oe-10 


Match Ipncrth 


35 


O XUCUL.1 Ly 


i on 


NCBI Description 








Seq. ID 


LIB3431-006-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


230 


E value 


6.0e-19 


Match length 


64 


% identity 


73 


NCBI Description 


PHOTOS YSTEM I REACTION CENTRE I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

397713 

LIB3431-006-P1-K1-C7 

BLASTX 

g4325041 

241 

9.0e-38 

138 

68 

(AF117339) 
tabacum] 



FtsH-like protein Pftf precursor [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397714 

LIB3431-006-P1-K1-C8 

BLASTX 

g2072555 

237 

7.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 



397715 



50726 



Sea ID 


LIB3431-006-P1-K1-C9 

UXJJ.J1 J± \J \J \J U X 1\X ^ J 


Method 


BLASTX 


NCBI GI 


a2493318 


BLAST score 


219 


E value 


1.0e-17 


Match length 


88 


% i dent i t* v 


48 


TsfPRT Tie* ^ fyi int* n Pin 

lilUDi, L/C J^lipLXUll 


RT.rTF POPPFR PROTFTN PPFPTTR^OR >m' S6977Q e>Tnhi PAAftOQ^? 

DltUD V^WJt Jt JCjJl\ 17 1\L/ X £j X Vi IT IT\J_jWU X\kJ vJA /yi J uZ. / / _3 fcJlLLU L^ririO Lr _7 <L) «J 




^iiZ.Jr± /X/ JJlUc OUppcx piULclll l Jr X lb LULL oaLXvUIllJ 




>ai 1098264 nrf 21 1 S3S2A hlnp Cn nmtpin rPiqnm <?ati vnml 

■^y -1- lU^WiUI J^/JL J- £. X X J J *J £*r\ V-^Li. ir -L \J L C X J.1 [ J. LULL O cl L X V LULL J 




o y f / x d 


Sea ID 


LIB3431-006-P1-K1-D1 

U1UJ1JX U U v XX IV X U X 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


F VP. 1 11 


3 Op-i n 


rid UUIl XGliyLIl 


JJ 


15 XLltzliLXLy 


i on 

X u u 


lNLyiOX UcoUlipLlOu 


noiuo sapiens jtlviAx iiiruNri/ coiupxeLe CClS 


Oc(^. IN U . 


■3Q771 7 

/ / X / 


Sea ID 


T.TR3431 -DOfi-Pl -K1 -Dl 0 

UXD<J^^X U U U IT X JAX U J-\J 


Method 


BLASTX 


NCBI GI 


a2398853 


BLAST score 


295 


E value 


2.0e-26 


Ma "f~ 1 /-n y\ 4- V> 

i'idLun ieny tn 


1 R1 


1> IQeilulX-y 


ACS 


ln^dx uescrxp tion 


(AB004822) plastid RNA polymerase sigiua~subunit 




[fix ajjiciopsxs tnaxxanaj 


D6L£* 1NO • 


/ / xo 


Sea TD 

L>Cv£ • X U 


T.TR343T -DDfi-PI -K1 -Dl 1 

LiXO JX \J \J \J XTX rvx Ul X 


Method 


BLASTX 


NCBI GI 


g!617197 


BLAST score 


180 


Hi Val LlcJ 


X . Uc X 


riaLL.ll xciiyLii 


7 7 


^ XQenx.iL.y 


77 


UCOOlipLlUIl 


\£j/£ t ±Oo) LrlZ LiNxcociana LaDaCUIlTJ 




^ Q7 7 1 Q 
J J / / X ^7 


Sea TD 


LTR3431 -DDfi-Pl -Tfl -D9 

LlXDJ'a JX \J U U XTX I\X LJZ. 


Method 


BLASTX 


NCBI GI 


a2072555 


RT.AST ^cnre* 

DUAiJ X OOWXC7 


237 


E value 


9.0e-20 


Match length 


44 


o -LLlCii 1 — l uy 


i no 

xUU 


KTf'RT T^d o ^ >•- n -r-i-f — ! r\n 

lnuiox uescnpLion 


(AF001396) metallothionein— like protein [Oryza sativa] 




>gi OILIJ44X go AArUjoUo.i tAri4//oo) metaxiotnxonexn-ixK 




protein [Oryza sativa] 


Seq. No. 


397720 


Seq. ID 


LIB3431-006-P1-K1-D3 


Method 


BLASTX 



50727 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4960024 
664 

8.0e-70 

158 

80 

( AF14 4 07 9 ) S-adenosyl-L-methionine : L-methionine 
S-methyltransferase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397721 

LIB3431-006-P1-K1-D4 

BLASTX 

gl31271 

562 

8.0e-58 

116 

91 

PHOTOSYSTEM II P680 CHLOROPHYLL A APOPROTEIN (CP-47 

PROTEIN) >gi_72705_pir QJRZ6A phot osys tern II chlorophyll 

a-binding protein psbB - rice chloroplast 

>gi_12013__emb_CAA33973_ (X15901) PSII 47kDa protein [Oryza 

sativa] >gi_226634__prf 1603356BH photosystem II 47kD 

.protein [Oryza sativa] 

397722 

LIB3431-006-P1-K1-D6 

BLASTX 

g4585882 

355 

1.0e-33 

88 

75 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

397723 

LIB3431-006-P1-K1-D7 

BLASTX 

g4996602 

173 

2.0e-12 

85 

47 

(AB022273) thylakoid-bound ascorbate peroxidase [Nicotiana 
t aba cum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



397724 

LIB3431-006-P1-K1-E1 

BLASTN 

g2062705 

35 

6.0e-10 

35 

100 

Human butyrophilin (BTF5) mRNA, complete cds 
397725 

LIB3431-006-P1-K1-E10 



50728 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



precursor - rice 

type I light-harvesting 



precursor - rice 

type I light-harvesting 



BLASTX 
g320618 
699 

7.0e-74 
151 
89 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) _ 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

397726 

LIB3431-006-P1-K1-E12 

BLASTX 

g320618 

432 

1.0e-42 

103 
81 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

397727 . 

LIB3431-006-P1-K1-E4 

BLASTX 

gll5787 

452 

6.0e-45 

117 

79 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

397728 

LIB3431-006-P1-K1-E6 

BLASTN 

g4079797 

61 

8.0e-26 

158 

90 

Oryza sativa 23 kDa polypeptide of photosystem II mRNA, 
complete cds 

397729 

LIB3431-006-P1-K1-E7 

BLASTX 

gl651865 

160 

1.0e-10 



50729 





fii 


St -! j»-3 <-s n"i 4- -i 4— t t 

^ 1U.C11L. ity 


*± t 


KlfRT Flo opri r^"f~ i 


^ujujuu; iiy^w Uiit; L. x tai piuucxii L oyiltsoiiuoy o LXo o Ly . J 


beq. JNO . 




Corf Tfl 


XjXXjJ40X UUO iX J\X JCjO 




RT.A^TX 


NCBI GI 


g3283057 


BLAST score 


223 


E V3lU6 


O • Uc xo 




£9 
0£ 


% identity 


/ 4 


IN K^O X JUCOLIipLJ.Uil 


fZitT'O^An'l *7\ Pin o Viol i v di ti r Zi v* a V*» i ci c? 4- Vi a 1 ■? ana 1 
till U Jful / / UllfcS ll«XX2i pXQjUcXli [HI dJJlUUpblb L-IlciXXcUlci J 


oeq. jno. 


/ / ox 




LlOJi Ji UUO JTX 1\X ili -/ 


l v lc LliOQ 


DitnOlA 


NPRT 

1.N OJD J. OX 




BLAST score 


712 


E value 


2.0e-75 


rldUL-Il XcllyLll 


I/O 

x*± o 


^ laentity 




jnudi Description 


^/iDUiiOjyj ngnr. narvesnng cnioropnyn a/D~Dinaing 




LiXlCOtlalla syivcstns J 


oeq.- - jno * 




C a « TF| 


LlDJflJi UUO rl i\l r X 




RT.A^TX 


NCBI GI 


g3126854 


BLAST score 


692 


E value 


4.0e-73 


Match length 


143 


% identity 


92 



NCBI Description (AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397733 

LIB3431-006-P1-K1-F11 

BLASTN 

g!245217 

303 

1.0e-170 

324 

98 

Oryza sativa subsp. indica large ribosomal RNA gene, 
chloroplast gene encoding chloroplast rRNA, partial 
sequence 

397734 

LIB3431-006-P1-K1-F12 

BLASTX 

g4206210 

3f0 

3.0e-28 

125 

49 

(AF071527) putative calcium channel [Arabidopsis thaliana] 
>gi_4263043_gb_AAD15312_ (AC005142) putative calcium 



50730 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



channel [Arabidopsis thaliana] 



397735 

LIB3431-006-P1-K1-F5 

BLASTX 

g4758520 

158 

2.0e-10 

96 
33 

hect domain and RLD 2 
HERC2 [Homo sapiens] 



>gi_4079809 gb AAD08657.1 (AF071172) 



397736 

LIB3431-006-P1-K1-F6 

BLASTX 

gll5787 

576 

2.0e-59 

134 

87 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109__ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

397737 

LIB3431-006-P1-K1-F7 

BLASTX 

g2072555 

237 

7.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

397738 

LIB3431-006-P1-K1-F8 

BLASTX 

gl31225 

549 

2.0e-56 

118 

91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

397739 

LIB3431-006-P1-K1-G10 

BLASTN 

gll957 

365 



50731 



© 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

376 

50 

Rice complete chloroplast genome 
397740 

LIB3431-006-P1-K1-G11 

BLASTX 

g3927827 

210 

1.0e-16 

115 
43 

(AC005727) osmotin-like protein precursor [Arabidopsis 
thaliana] 

397741 

LIB3431-006-P1-K1-G12 

BLASTX 

g4585882 

252 

1.0e-21 

70 

66 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

397742 

LIB3431-006-P1-K1-G2 

BLASTX 

gl32105 

578 

9.0e-60 

127 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397743 

LIB3431-006-P1-K1-G5 

BLASTX 

g3789954 

797 

2.0e-85 

147 

99 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 



397744 



50732 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-006-P1-K1-G6 

BLASTX 

gl22106 

360 

2.0e-34 

98 

78 

HISTONE H4 >gi_70771_pir HSZM4 histone H4 - maize 

>gi_81642__pir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea 

>gi_21795_emb_CAA24924_ (X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 
[Arabidopsis thaliana] >gi_6009915_dbj_BAA85120 . 1_ 
(AB018245) histone H4-like protein [Solanum melongena] 
>gi_225838__prf 1314298A histone H4 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397745 

LIB3431-006-P1-K1-G7 

BLASTX 

g6006360 

636 

2.0e-66 

115 

100 

(AP000559) Similar to 1-aminocyclopropane-l-carboxylate 
synthase (U35779) [Oryza sativa] 



.Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



397746 

LIB3431-006-P1-K1-G8 

BLASTX 

g2130089 

150 

2.0e-17 

105 

62 

2-oxoglutarate/malate translocator (clone OMT103) , 
mitochondrial membrane - proso millet 

>gi_1100743_dbj_BAA08105_ (D45075) 2-oxoglutarate/malate 
translocator [Panicum miliaceum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397747 

LIB3431-006-P1-K1-H1 

BLASTX 

g3695005 

626 

2.0e-65 

138 

88 

(AF038586) pyruvate dehydrogenase kinase isoform 2; PDK2 



50733 



[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397748 

LIB3431-006-P1-K1-H10 

BLASTX 

g3913804 

227 

1.0e-18 

80 

61 

HISTONE H2B.3 >gi_577825_emb_CAA4 9584_ (X69960) H2B histone 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397749 

LIB3431-006-P1-K1-H12 
BLASTX 
g320618 
350 

4.0e-33 
76 
87 

chlorophyll a/fo-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza- sativa] 



precursor - rice 

type I light -harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397750 

LIB3431-006-P1-K1-H4 

BLASTX 

g2811029 

523 

3.0e-53 

139 

72 

ACETYLORNI THINE AMINOTRANSFERASE PRECURSOR (ACOAT) 
( ACE T YLORN I T H I NE TRANSAMINASE) (AOTA) 
>gi_1944511_emb_CAA69936__ (Y08680) acetylornithine 
aminotransferase [Alnus glutinosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397751 

LIB3431-006-P1-K1-H5 

BLASTX 

g2244847 

217 

2.0e-17 

96 

46 

(Z97337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



397752 

LIB3431-006-P1-K1-H6 

BLASTX 

g4894963 

163 

2.0e-ll 



50734 



Match length 88 

% identity 52 

NCBI Description (AF140553) DNA-binding protein WRKY3 [Avena sativa] 

Seq. No. 397753 

Seq. ID LIB3431-006-P1-K1-H7 

Method BLASTX 

NCBI GI g4887618 

BLAST score 470 

E value 3.0e-47 

Match length 86 

% identity 100 

NCBI Description (AB007628) homeobox gene [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397754 

LIB3431-006-P1-K1-H8 

BLASTX 

gll5787 

529 - 

5.0e-54 

121 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR {LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi__20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


397755 


Seq. ID 


LIB3431-006-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4105561 


BLAST score 


436 


E value 


3.0e-43 


Match length 


108 


% identity 


83 


NCBI Description 


( AF04 7 44 4) ribulose-5-phosphat e- 3 


Seq. No. 


397756 


Seq. ID 


LIB3431-007-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g487321 


BLAST score 


128 


E value 


7.0e-66 


Match length 


188 


% identity 


93 


NCBI Description 


Rice mRNA EN77, partial sequence 


Seq. No. 


397757 


Seq. ID 


LIB3431-007-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4972118 


BLAST score 


238 


E value 


7.0e-20 


Match length 


139 


% identity 


41 


NCBI Description 


(AL078579) putative protein [Arab: 



50735 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



397758 

LIB3431-007-P1-K1-A5 

BLASTX 

g2244818 

314 

4.0e-29 

91 

63 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
397759 

LIB3431-007-P1-K1-A8 

BLASTX 

g4538992 

163 

4.0e-ll 

50 
58 

(AL049481) putative protein [Arabidopsis thaliana] 
397760 

LIB3431-007-P1-K1-B1 

BLASTN 

g218160 

251 

1.0e-139 

251 

100 

Oryza sativa mRNA for elongation factor 1 beta 1 
397761 

LIB3431-007-P1-K1-B11 

BLASTX 

gl32105 

600 

2.0e-62 

129 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj JBAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

397762 

LIB3431-007-P1-K1-B4 

BLASTX 

gll68195 

209 

6.0e-17 

65 
63 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14-3-3-LIKE PROTEIN >gi_478595_pir S20580 protein kinase C 

inhibitor homolog - Hooker's evening primrose 
>gi_20062_emb_CAA44642_ (X62838) protein kinase C inhibitor 
homologue [Oenothera elata subsp. hookeri] 

397763 

LIB3431-007-P1-K1-B6 

BLASTX 

gl32105 

638 

9.0e-67 

139 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

397764 

LIB3431-007-P1-K1-B7 

BLASTX 

g4587615 

201 

1.0e-15 

52 

71 

(AC006951) putative acyl-CoA synthetase [Arabidopsis 
thaliana] >gi_4689469_gb_AAD27905 . 1_AC007213_3 (AC007213) 
putative acyl-CoA synthetase [Arabidopsis thaliana] 

397765 

LIB3431-007-P1-K1-B8 

BLASTX 

g3789952 

557 

3.0e-57 

106 

96 

(AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397766 

LIB3431-007-P1-K1-B9 

BLASTX 

g3023947 

350 

2.0e-33 

92 
64 

PROBABLE HISTONE DEACETYLASE (RPD3 HOMOLOG) >gi_2665840 
(AF035815) putative histone deacetylase RPD3 [Zea mays] 
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o • 



Sea No 


397767 


Sea. ID 


LIB34 31-007 -P1-K1-C11 

J— 1 -X. i—/ ' ~ -i- V V I X J. XV _i_ Vv J- -X. 


Method 


BLASTX 


NCBI GI 


g4580470 


BLAST score 


159 


E value 


1. 0e-10 


M^tch 1 enerth 

X. -lO. 1— V^X 1 X 1 1 W L> X X 


40 


o -i- hi — u _y 


70 


NCBI Description 


(AC006081} hvnothet" iral nrotpi n f Arabi dons i «? fhsl i ansl 

y X J- w v V v u U _L y X X V k>\_/ O X X \^ O .X. CI ^ X- l_ ^ _L. X 1 j_ £^X GLX/ X o X O LliG X X CI XI CI J 


Sea Nn 


397768 


Seq. ID 


LIB3431-007-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g4966352 


BLAST score 


249 


E va 1 ue 


1. 0e-21 


Match 1 enfi"i~h 


73 




67 


NCBI Description 


(AC006341) >F309.11 FArabidoosis thalianal 


Sea Nn 


397769 


Sea ID 


LIB3431-007-P1 -K1 -CA 


Method 


BLASTX 


NCBI GI 


a2072555 




237 


E value 


7.0e-20 


Match length 


44 




i on 

x u \j 




uyxj3o; iiie LcixxuLxixuiiexii x,xjve protein Luryza iSciL-ivcij 




>rri ftlO^ddl rrV\ aaTTn^^n? 1 ^ ZxTTl 4 77 ft ^ ^ mo f a i i A 4-i 11 ' nno ^- - 

-^yj- Dxuj'iyx gij hh.£ uoduj , i ^i-ir ±3 / too) iuetaiiotnioriein 




Drotein rOr*v7^ val 


Q Nn 


"307770 

O -7 / / / U 


Sea ID 


T.TR34^1 -007-P1 -K1 -P7 

XlXxjJt JX \J\J i XT X xvx ^/ 


Method 


BLASTX 


NCBI GI 




BLAST score 


448 


E value 


1.0e-44 


Match length 


122 


% identitv 


70 


X'J \_» U J_ X^CO^XXyLXUll 


x nv iUOIu X xjL v 1 Xx 1U JaU 1tWX(X xTHiiT X XJJUi XT i\XJ^Ui\OVJx\ 




>rrT I^^IP^fi (=ittiH faafifi'^7'^ ^YQ7771 ^ 1 Otri POTT T^vo-ho-in 




L nux uc Lxiu v uxyaxcj 


Qtfirr Mr* 
Ofcjq « 1NU • 


OQ7771 

/ / /X 


Sea TD 


XjXDJI Jl UU / XtX i\X v^O 




XjXiriO X IN 


NCBI GI 


a3075487 


BLAST score 


190 


E value 


1.0e-103 


Mslr'n 1 enrrt"h 


1 Q4 

X 


% identity 


99 


NCBI Description 


Oryza sativa chlorophyll a/b-binding protein (RCABP69) 




mRNA, complete cds 


Seq. No. 


397772 


Seq. ID 


LIB3431-007-P1-K1-D1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3126854 

512 

1.0e-62 

123 
98 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
397773 

LIB3431-007-P1-K1-D11 i 

BLASTX 

g6015059 

825 

1.0e-88 

156 
100 

ELONGATION 
(AF030517) 



alpha [Oryza sativa] 



FACTOR 1 -ALPHA (EF-1 -ALPHA) >gi_2996096 
translation elongation factor- 1 alpha; EF-1 



oeq. ino . 


jy / / / 4 




T TR^^^l — HH7— PI — TCI _n*3 






NCBI GI 


g22240 


BLAST score 


727 


i_i vdiue 


j . ue— / / 


ixiarcn xengcn 


140 


•s identity 


97 


Mr**'RT Haoprinf t An 
LNL/JjX UcoClipLlOIl 




beg. jno. 


33 1 1 Id 


Sprr TO 


T.TR^4^1 —007 — PI — Tfl — TSA 


Method 


BLASTN 


NCBI GI 


g2570516 


BLAST score 


383 


E value 


0.0e+00 


Match length 


430 


% identity 


97 


NCBI Description 


Oryza sativa thioredoxin 


Seq. No. 


397776 


Seq. ID 


LIB3431-007-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3885888 


BLAST score 


282 


E value 


5.0e-25 


Match length 


100 


% identity 


63 


NCBI Description 


(AF093632) high mobility 


Seq. No. 


397777 


Seq. ID 


LIB3431-007-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3668080 


BLAST score 


498 


E value 


2.0e-50 


Match length 


135 



[Zea mays] 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



66 

(AC004667) unknown protein [Arabidopsis thaliana] 
397778 

LIB3431-007-P1-K1-D9 

BLASTX 

g3789954 

672 

9.0e-71 

124 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

397779 

LIB3431-007-F1-K1-E1 

BLASTX 

g4582468 

525 

2.0e-53 

115 

92 

(AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 

397780 

LIB3431-007-P1-K1-E10 

BLASTX 

gl32105 

503 

4.0e-51 

124 

79 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

397781 

LIB3431-007-P1-K1-E11 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi__6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

397782 

LIB3431-007-P1-K1-E12 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3643608 

205 

5.0e-16 

81 
47 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
>gi_4874312_gb_AAD31374.1_AC006053_16 (AC006053) 
hypothetical protein [Arabidopsis thaliana] 

397783 

LIB3431-007-P1-K1-E3 

BLASTX 

gl34595 

475 

1.0e-47 

89 

99 

SUPEROXIDE DISMUTASE-1 [CU-ZN] >gi_280412_pir S22508 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) sodA - rice 
>gi_218224_dbj_BAA00799_ (D00999) copper/ zinc-superoxide 
dismutase [Oryza sativa] >gi_685242 (L19435) cytosolic 
copper/ zinc- superoxide dismutase [Oryza sativa] 

>gi_1096504_prf 2111424A Cu/Zn superoxide dismutase [Oryza 

sativa] 

397784 

LIB3431-007-P1-K1-E7 

BLASTN 

g20262 

65 

2.0e-28 

117 

89 

0 . sativa light-induced^ mRNA 
397785^ - 

LIB3431-007-P1-K1-E8 

BLASTX 

g3345477 

500 

1.0e-50 

142 

70 

(AB016283) carbonic anhydrase [Oryza sativa] 
397786 

LIB3431-007-P1-K1-E9 

BLASTX 

g3413700 

367 

4.0e-35 

114 

68 

(AC004747) putative YME1 protein [Arabidopsis thaliana] 



Seq. No. 



397787 
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CI 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3431-007-P1-K1-F1 

BLASTX 

g2346966 

153 

7.0e-10 

57 

54 

(AB004871) CPC [Arabidopsis thaliana] 

>gi_4559383_gb_AAD23043.1_AC006526_8 (AC006526) putative 
DNA binding protein CPC [Arabidopsis thaliana] 

397788 

LIB3431-007-P1-K1-F10 

BLASTX 

g870794 

159 

1.0e-20 

79 

14 

(L05917) polyubiquitin [Arabidopsis thaliana] 
397789 

LIB3431-007-P1-K1-F12 

BLASTX 

g4585979 

156 

2.0e-10 

68 

49 

(AC005287) Similar to ABC-transporter atp-binding protein 
[Arabidopsis thaliana] 

397790 

LIB3431-007-P1-K1-F2 

BLASTX 

gl617036 

414 

1.0e-40 

101 

74 

(Y08624) Ted2 [Vigna unguiculata] 
397791 

LIB3431-007-P1-K1-F7 

BLASTX 

g5733882 

269 

2.0e-23 

109 

53 

(AC007932) Similar to gb_Y12465 serine/threonine kinase 
from Sorghum bicolor and contains a PF_00069 Eukaryotic 
protein kinase domain. [Arabidopsis thaliana] 

397792 

LIB3431-007-P1-K1-F8 
BLASTX 



50742 



€1 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3608137 
176 

1.0e-12 

90 

42 

(AC005314) unknown protein [Arabidopsis thaliana] 
397793 

LIB3431-007-P1-K1-G1 

BLASTX . 

g2407281 

495 

3.0e-50 

89 

100 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

397794 

LIB3431-007-P1-K1-G10 

BLASTX 

g6063542 

685 

3.0e-72 

155 

88 

(AP000615) EST C74302 (E30840) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. (M64118) [Oryza sativa] 

397795 

LIB3431-007-P1-K1-G11 

BLASTX 

g2072555 

237 

4.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

397796 

LIB3431-007-P1-K1-G12 

BLASTX 

gl352200 

473 

1.0e-47 

105 

82 

TRIOSE PHOSPHATE /PHOSPHATE TRANSLOCATOR, CHLOROPLAST 

PRECURSOR (CTPT) >gi_480909_pir S374 97 triose 

phosphate/3-phosphoglycerate/phosphate translocator - maize 
>gi_405635_emb_CAA81349_ (Z26595) triose 
phosphate/phosphate translocator [Zea mays] 



Seq. No. 



397797 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



LIB3431-007-P1-K1-G4 

BLASTN 

gl69818 

103 

3.0e-51 

114 

98 

Rice 25S ribosomal RNA gene 
397798 

LIB3431-007-P1-K1-G5 

BLASTX 

g733454 

251 

6.0e-22 

67 
75 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

397799 

LIB3431-007-P1-K1-G6 

BLASTX 

g2624326 

431 

1.0e-42 

87 

98 

(AJ002893) OsGRPl [Oryza sativa] 
397800 

LIB3431-007-P1-K1-G8 

BLASTX 

gl076660 

334 

4.0e-31 

123 
60 

D13F (MYBST1) protein - potato >gi_78642 6_bbs_159122 
(S74753) MybStl=Myb-related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum=potatoes, 
leaf, Peptide, 342 aa] [Solanum tuberosum] 

397801 

LIB3431-007-P1-K1-H1 

BLASTX 

g417260 

280 

7.0e-25 

73 

70 

LIGHT REGULATED PROTEIN PRECURSOR >gi__422003__pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

397802 

LIB3431-007-P1-K1-H2 
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If 


Method 


BLASTX 


NCBI GI 


g!32105 


BLAST score 


462 


E value 


2.0e-51 


Match length 


125 


% identity 


83 


NCBI Description 


RIBULOSE 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



SPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi__218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

397803 

LIB3431-007-P1-K1-H4 

BLASTX 

gl32105 

606 

4.0e-63 

110 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj JBAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397804 

LIB3431-007-P1-K1-H7 

BLASTN 

g3075487 

96 

2.0e-46 

116 

96 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 

397805 

LIB3431-007-P1-N1-A7 

BLASTN 

gl4352 

37 

2.0e-ll 

73 
88 

N.plumbaginifolia chloroplast 16SrDNA, trnV and trnl genes 
for 16S ribosomal RNA, transfer RNA-Val and transfer 
RNA-Ile (5'exon) 
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Sec No. 


397806 




Seq. ID 


LIB3431-007-P1-N1- 


-Bl 


Method 


BLASTN 




NCBI GI 


g218160 




BLAST score 


239 




TT T7"3 1 IIP 
i_i v a± Lie 


-L » \J ~ i 




Mslr'h 1 c*nn"l~hi 


251 




i d^nt* i t" v 

O _I_ 11 L -L y 


99 




NPRT Hp«;rr"inf inn 




fnr 

J- VJ-L 


Serr No 

L_J ^3 VJj • J.H V«f • 


397807 




Seq. ID 


LIB3431-007-P1-N1- 


-B12 


Method 


BLASTN 




NCBI GI 


g218207 




BLAST score 


187 




E value 


1.0e-101 




Match length 


223 




% identity 


96 




NCBI Description 


Oryza sativa mRNA 


for 



1 beta' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 

397808 

LIB3431-007-P1-N1-B2 

BLASTN 

gl9086 

47 

2.0e-17 

79 

90 

Hordeum vulgare pot. psaE mRNA 
397809 

LIB3431-007-P1-N1-B6 

BLASTN 

g218207 

294 

1.0e-164 

302 
99 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 

397810 

LIB3431-007-P1-N1-B8 

BLASTN 

g3789951 

186 

1.0e-100 

247 

98 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 



397811 



50746 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-007-P1-N1-C3 

BLASTN 

g2072554 

203 

1.0e-110 

203 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397812 

LIB3431-007-P1-N1-C4 

BLASTN 

g2072554 

268 

1.0e-149 

268 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397813 

LIB3431-007-P1-N1-C6 

BLASTX 

g729478 

170 

3.0e-12 

45 
67 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_606964 9_dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647 (E1557 ) , C72400 (E1557) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 



Seq. No. 


397814 


Seq. ID 


LIB3431-007-P1-N1-C8 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


32 


% identity 


94 


NCBI Description 


(AF058796) chlorophyll a/b-binding protein 


Seq. No. 


397815 


Seq. ID 


LIB3431-007-P1-N1-D12 


Method 


BLASTX 


NCBI GI 


g6015059 


BLAST score 


268 


E value 


1.0e-23 


Match length 


52 


% identity 


100 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) >gi 



_2996096 

(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 



50747 



Seq. No. 

Seq. 1 ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397816 

LIB3431-007-P1-N1-D2 

BLASTN 

g2306980 

218 

1.0e-119 

259 

96 

Oryza sativa photosysteia I antenna protein (Lhca) mRNA, 
complete cds 

397817 

LIB3431-007-P1-N1-D4 

BLASTX 

g2 67120 

262 

5.0e-23 

63 

83 

THIOREDOXIN F-TYPE, CHLOROPLAST PRECURSOR (TRX-F) 

>gi_100070_pir S20929 thioredoxin f precursor - garden pea 

>gi_20907_emb_CAA45098_ (X63537) thioredoxin F [Pisum 
sativum] >gi_1388086 (U35830) thioredoxin f [Pisum sativum] 

397818 

LIB3431-007-P1-N1-D6 

BLASTN 

g3885887 

318 

1.0e-179 

330 

99 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 

397819 

LIB3431-007-P1-N1-D9 

BLASTN 

g3789953 

284 

1.0e-158 

296 
99 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397820 

LIB3431-007-P1-N1-E10 

BLASTN 

g218207 

299 

1.0e-167 

307 
99 

Oryza sativa mRNA for the small subunit of 



50748 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 

397821 

LIB3431-007-P1-N1-E12 

BLASTN 

g2072554 

292 

1.0e-163 

304 - ' ^ 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397822 

LIB3431-007-P1-N1-E3 

BLASTN 

g685241 

259 

1.0e-144 

309 

97 

Oryza sativa cytosolic copper/zinc-superoxide dismutase 
(SodCcl) gene, complete cds 

397823 

LIB3431-007-P1-N1-E7 

BLASTN 

g20262 

240 

1.0e-132 

252 

99 

0. sativa light-induced mRNA 
397824 

LIB3431-007-P1-N1-E8 

BLASTX 

g517500 

152 

3.0e-10 

54 

61 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

0E17 protein [Pisum sativum] 

397825 

LIB3431-007-P1-N1-F1 

BLASTX 

g2191152 

253 

1.0e-21 

76 
61 

(AF007269) A_IG002N01 . 31 gene product [Arabidopsis 
thaliana] 



50749 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397826 

LIB3431-007-P1-N1-F3 

BLASTX 

gl32105 

160 

5.0e-15 

47 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

rifoulose-bisphosphate carboxylase (EC 4,1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397827 

LIB3431-007-P1-N1-G1 

BLASTX 

g671740 

294 

8.0e-27 

56 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397828 

LIB3431-007-P1-N1-G10 

BLASTX 

g6063542 

224 

2.0e-18 

40 

100 

(AP000615) EST C74302 (E30840) corresponds to a region of 
the predicted gene,; similar to glyceraldehyde-3-phosphate 
dehydrogenase. (M64118) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397829 

LIB3431-007-P1-N1-G11 

BLASTN 

g405634 

44 

2.0e-15 

64 

92 

Z.mays zmcpt mRNA triose phosphate /phosphate translocator 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



397830 

LIB3431-007-P1-N1-G12 

BLASTN 

g2072554 

150 



50750 



E value 
Match length 
% identity 
NCBI Description 



HP 



7.0e-79 

230 
91 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq, No. 


397831 


Seq. ID 


LIB3431-007-P1-N1-G2 


Method 


BLASTN 


NCBI GI 




BLAST score 


145 


E value 


7 . Oe-76 


Match length 


273 


% identity 


88 


NCBI Description 


Oryza sativa cyclophil 


Seq. No. 


397832 


Seq. ID 


LIB3431-007-Pl-Nl-G t 5 


Mpfhnd 


Hjxjrro x a 


NCBI GI 


y / -j j i «j 'x 


BLAST srnrp 


>_} U 


i-i vai, L1C 


»-? • VC JL* 


M^itph 1 pnnthi 




% identitv 


93 


NCBI Description 






[Zea mays] 


k_> ^ VJI • LN (J . 




Sea ID 


T,TR^4^1 -Dn7-Pl -Ml -Cfi 


Luc; uiiuu. 


13 XjAD 1 IN 


NCBI GI 


0262432^ 




24 fi 

Z ft 0 


P. \ra 1 hp 
i-i vai Lie 




Match lencrth 


270 


% identitv 


99 


NCBI Description 


Oryza sativa mRNA for < 


(OsGRPl) 


Seq. No. 


397834 


Seq. ID 


LIB3431-007-P1-N1-H1 


Method 


BLASTN 


NCBI GI 


g20262 


BLAST score 


343 


E value 


0.0e+00 


Match length 


343 


% identity 


100 


NCBI Description 


0. sativa light-induced 


Seq. No. 


397835 


Seq. ID 


LIB3431-007-P1-N1-H2 



2 (Cyp2) gene, complete cds 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g347451 

202 

8.0e-16 

38 
100 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 



50751 



sativa] 



Seq. No. 


397836 


Seq. ID 


LIB3431-007-P1-N1-H6 


Method 


BLASTN 


NCBI GI 


a6006355 


BLAST <?rorp 


316 


J_i V CI -L U." 


1 Da-177 
x • x / / 


Match length 


319 


O 1UC11L1 L y 


1 on 




vjx. y £a. odLiva ytriioxLixL* uiNri^ unruiuosoitie o f cxone 


Seq. No. 


397837 


Seq. ID 


LIB3431-007-P1-N1-H7 


Method 


BLASTN 


NCBI GI 


a3885889 


BLAST score 


242 


i—i V CIX VJLKZ 




Match length 


314 








viyia baLiva uibLone no nuxJNAf coiQpxeL.e CQS 


Seq. No. 


397838 


Seq. ID 


T,TR^4?1 -ODfi-Pl -K1 -A1 n 

UIOJt JJ. U UO IT X I\X filU 


Method 


BLASTX 


NCBI GI 


gll5794 


BLAST qrorp " 


363 


E value 


5.0e-35 


Match length 


76 








^n.ljVJr\v^i: 11 X XjJ_i ri Ij J3 X LN JJ x IN o irixVJ 1 ij JLJN 1j ir KJliL/U KoUiS. 




in ufin— xoj -^gi /z/4o pir ujjiujo cnxoropnyix 




piutciu type XXX pxcuUIiiUI (IdD Ij] c.oiuaT-.0 




^yi / / enLD uii/iy^oxo ^Aouz/oj LnCLl uype 1. 




L iiycupersicon escu.±enuuiuj 


Seq* No. 


397839 


Seq. ID 


LIB3431-008-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g5230785 


BLAST score 


185 


E value 


7.0e-14 


Match length 


51 


% identity 


67 



NCBI Description (AF107024) histone HI WH1B.1 [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397840 

LIB3431-008-P1-K1-A2 

BLASTX 

g!881585 

217 

2.0e-17 

114 

47 

(U72489) remorin [Solanum tuberosum] 



Seq. No, 



397841 



50752 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-008-P1-K1-A3 

BLASTX 

g3885882 

585 

1.0e-60 

134 
84 

(AF093629) inorganic pyrophosphatase [Oryza sativa] 
397842 

LIB3431-008-P1-K1-A4 

BLASTX 

g5478530 

605 

7.0e-63 

153 
17 

(AF130441) UVB-resistance protein UVR8 [Arabrdopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397843 

LIB3431-008-P1-K1-A8 

BLASTX 

g3036949 

331 

4.0e-31 

63 
100 

(AB012638) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

397844 

LIB3431-008-P1-K1-B11 

BLASTX 

g3063524 

172 

1.0e-12 

54 

65 

(AF052305) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

397845 

LIB3431-008-P1-K1-B12 

BLASTX 

gll5794 

658 

4.0e-69 

142 

88 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR {LHCII TYPE 

III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA428JL8_ (X60275) LHCII type III 
[Lycopersicon esculentum] 



Seq. No. 



397846 



50753 



€1 



Seq. ID 


LIB3431-008-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4588906 


BLAST score 


525 


TT 1 np 


2 Oe-53 


r'ld.L.^j.i xtuiyuii 


Xci X 






NPRT Dp <?r ri irhi nn 

IN V^iJ X UCOOH^ILXUll 




OCiji IN U • 




Sea ID 


LIB3431-008-P1-K1-B4 


Mpt hod 


BLASTX 


±\ ±J _L V_J -I_ 


al 32096 


RT.AST qrnrp 


205 


Fl va 1 up 

■1—1 V CIJ-UC 


1. Oe-16 


Ms 1~ phi 1 PTinth 

iia.L.v_^ix xciiy L.U 


45 


O XLlCJil L. -L L.y 




NCBI Description 


RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL 




(RUBISCO SMALL SUBUNIT A) >gi_68095_pir 








nrprnr^or f p1 nnp t~\0^ ccoi — v i ce* ">rrn ' 

^J.CL>UJ. OUi. V L-J.U11C pvuuJii X \J vJ y J L /yi < 




^LiUUHI-l / OlLLClXX OUJJUIllL. \J ±- IXJJUIUOC X/ J J 




rarboxvl asp (RnRPCM r0r*v7a ^^tival 


o fc; q ♦ LN L> . 


0_7 / 0 f± O 


o ~ • X IV 


T.TR3431 -0DR-P1 -Kl -R7 

U1DJ1 Jl UUU 17 X IV X ID f 




BLASTX 


NCBI GI 


g2924785 


BLAST score 


158 


E value 


2.0e-10 


Match length 


93 


% identity 


38 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



(AC002334) similar to disease resistance protein 
[Arabidopsis thaliana] 

397849 

LIB3431-008-P1-K1-B8 

BLASTX 

gl32105 

268 

1.0e-23 

76 
74 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

397850 

LIB3431-008-P1-K1-C10 

BLASTX 

g3885886 



50754 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



532 

2.0e-54 

104 

99 

(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 
397851 

LIB3431-008-P1-K1-C12 

BLASTX 

g4585882 

533 

2.0e-54 

143 

72 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

397852 

LIB3431-008-P1-K1-C2 

BLASTX 

g2598049 

425 

8.0e-42 

110 

74 

(Y15269) chloroplast drought -induced stress protein, 34 kD) 
[Solanum tuberosum] 

397853 

LIB3431-008-P1-K1-C4 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

397854 

LIB3431-008-P1-K1-C5 

BLASTN 

g4959460 

35 

2.0e-10 

35 

100 

Zea mays RACB small GTP binding protein mRNA, complete cds 
397855 

LIB3431-008-P1-K1-C7 

BLASTX 

gl32105 

759 

6.0e-81 
139 



50755 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Ory-za 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

397856 

LIB3431-008-P1-K1-C8 

BLASTX 

g833835 

184 

3.0e-14 

58 
57 

(U26025) amygdalin hydrolase isoform AH I precursor [Prunus 
serotina] 



397857 

LIB3431-008-P1-K1-D1 

BLASTX 

g3461848 

621 

8.0e-65 

147 

79 

(AC005315) putative ATPase 



[Arabidopsis thaliana] 



Seq. No. 
Seq, ID 



397858 

LIB3431-008-P1-K1-D10 

BLASTX 

g2832661 

176 

5.0e-13 

78 

54 

(AL021710) pherophorin - like protein [Arabidopsis 
thaliana] 

397859 

LIB3431-008-P1-K1-D11 

BLASTX 

g729668 

249 

3.0e-21 

79 

58 

HISTONE HI >gi_2147479__pir S65059 histone HI, 

drought-inducible - Lycopersicon pennellii >gi__436823 
(U01890) Solanum pennellii histone HI [Solanum pennellii] 

397860 

LIB3431-008-P1-K1-D2 



50756 



€1 





Method 


BLASTN 




NCBI GI 


gll957 




BLAST score 


106 




E value 


8.0e-53 




Match length 


110 




% identity 


99 




NCBI Description 


Rice complete chloroplast gi 




Seq. No. 


397861 




Seq. ID 


LIB3431-008-P1-K1-D3 




Method 


BLASTN 




NCBI GI 


a3618309 




BLAST score 


73 




E value 


9.0e-33 




Match length 


73 




% identity 


100 




NCBI Description 


Orvza sativa mRNA "For* 7 inn 






clone "El 07 07 




Sea. No 






Seq. ID 


LIB3431-008-P1-K1-D4 




Method 


BLASTN 


Hi 


NCBI GI 


g20262 




BLAST score 


72 




E value 


1. 0e-32 


J~~¥. 


Match length 


87 


! — ::. 


% identitv 


95 


jT™"" 

HI 


NCBI Descrintion 




2 


Spa No 




L.^ 


Seq. ID 


T.TR^4S1 -OOft-PI -K1 -nR 




Method 


BLASTX 


-5-™' 

jssssw 


NCBI GI 


g3914535 




BLAST score 


270 




E value 


6.0e-24 




Match length 


59 




1 % identity 


81 




NCBI Description 


60S RIBOSOMAL PROTEIN L13A : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AJ223363) ribosomal protein L13a [Lupinus luteus] 
397864 

LIB3431-008-P1-K1-D6 

BLASTX 

gl32105 

448 

1.0e-44 

100 

82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose l f 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



50757 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397865 

LIB3431-008-P1-K1-E1 

BLASTX 

g267196 

265 

1.0e-23 

69 

72 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_66574_pir YUPOY ADPglucose — starch glucosyltransf erase 

(EC 2.4.1.21) precursor - potato >gi_21471_emb_CAA41359_ 
(X58453) glycogen (starch) synthase [Solanum tuberosum] 

397866 

LIB3431-008-P1-K1-E10 
BLASTN 

g2570512 * • v 

94" - " 

1.0e-45 

106 

97 

Oryza sativa chlorophyll a-b binding protein mRNA, complete 
cds 



Seq. No. 


397867 


Seq. ID ' 


LIB3431-008-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3789948 


BLAST score 


225 


E value 


8.0e-19 


Match length 


45 


% identity 


93 


NCBI Description 


(AF094773) translation 


Seq. No. 


397868 


Seq. ID 


LIB3431-008-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2407281 


BLAST score 


711 


E value 


2.0e-75 


Match length 


135 


% identity 


98 


NCBI Description 


(AF017363) ribulose 1,! 




subunit [Oryza sativa] 


Seq. No. 


397869 


Seq. ID 


LIB3431-008-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2459417 


BLAST score 


304 


E value 


1.0e-27 


Match length 


79 


% identity 


70 



NCBI Description 



(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 



50758 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397870 

LIB3431-008-P1-K1-E7 

BLASTX 

g671740 

547 

4.0e-56 

101 

98 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397871 

LIB3431-008-P1-K1-E8 

BLASTN 

g6015437 

35 

1.0e-10 

35 

100 

Homo sapiens PEX1 mRNA, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397872 

LIB3431-008-P1-K1-E9 

BLASTX 

g3550982 

158 

1.0e-10 

71 

51 

(AB010690) mutM homologue-1 [Arabidopsis thaliana] 
>gi_5903053_gb_AAD55612.1_AC008016_22 (AC008016) Identical 
to gb_AB010690 mutM homologue-1 (formamidopyrimidine-DNA 
glycosylase 1) from Arabidopsis thaliana. EST gb_Z18192 
comes from this gene 

397873 

LIB3431-008-P1-K1-F1 

BLASTN 

g20181 

81 

1.0e-37 

173 
87 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 



397874 

LIB3431-008-P1-K1-F10 

BLASTN 

g3789949 

40 

2.0e-13 

64 
91 

Oryza sativa translation initiation factor 
complete cds 



(GOS2) mRNA, 



50759 



€1 



Sea No 


397875 


Seq. ID 


LIB3431-008-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4544408 


BLAST score 


366 


E value 


5 Oe-35 


M^toh 1 pnn"f"h 

J- -LCI 1— 1 XCllu Lll 


89 


% i dent it v 


74 


NCBI Description 


(AC006955) unknown protein [Arabidopsis thaliana] 






Seq. ID 


LIB3431-008-P1-K1-F12 

XIXJJ>J^<JX \J V/ \J X -X 1\X X J- X* 


Method 


RT.ASTX 


NCBI GI 


g3885894 


BLAST score 


483 


F, va Inp 






1 3S 

X J J 


O XUCllL. J. L y 




NCBI Dpsrri nt i on 

>v' J-^ 1— ' O V—* J. ^* L» -I- V«/X 4. 




Sea No 


397877 


Seq. ID 


LIB3431-008-P1-K1-F2 

XJ -X XJ «— ' i -w' -i- WWU XX, X\ X. X 


Method 


BLASTX 


NCBI GI 


g2570515 


BLAST score 


535 


F. V3 Inp 

XJ V aXUC 


1 0e-S4 


M;=a1~oh 1 pnrrt"h 


120 




0 0 


NCBI Description 


\ xi.x \j 1 *± kj j y-L^yv_,v^ij_ci lc wA.n_i.ci.oc l v jl y jLcl. oaLi vdj 


l_J \J • LNU « 


J? f 0 / 0 


Sea ID 


LIlDJIJl UUO XT J- x\.-L r 0 


Method 


BLASTX 


NCBI GI 




BLAST score 


435 


E value 


4.0e-43 


Match length 


112 


% ident i 1~ v 


79 


NCBI Dp^rr i ni~ i on 


(TT.YPFP AT.riFHYnF — PHOQPHZiTF nTTHYnTJOjCTrKIZi QT? PVTri QPiT TP 
vjjj 1 ^DivixixJjLn 1, uc( j it nvornrii n» unin 1 JJi\kJoxjlNi-loilj / ^.x i^JovJijX.'^ 




^y-L ?yojjo ^ujid/o; yiyociaiucuyue j pnospuatc 






O • \J . 


^Q7P7Q 


Sea. ID 

kj \S . X. X/ 


umji ji uuu x j_ xvx r ft 


Method 


BLASTX 


NCBI GI 


a462013 


BLAST score 


156 


E value 


1. 0e-10 


Match length 


40 


% identity 


78 


NfRT DpQPri nn 


x^lNUWlrxxrt.Ox v lXLN nkJIYiVyxJWO c JKJli^Ux\OWx\ ^OI\Jri?41 il UL V 1U J_iU \J / 




>ai 542022 nir S39558 HSP90 homnl orr - M^d^rrA <;rar 




periwinkle >gi^348696 (L14594) heat shock protein 90 




[Catharanthus roseus] 


Seq. No. 


397880 


Seq. ID 


LIB3431-008-P1-K1-F6 



50760 



HI 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2129472 

147 

7.0e-10 

42 

67 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) 
precursor - Scotch pine >gi_1100225 (L32561) 
glyceraldehyde-3-phosphate dehydrogenase [Pinus sylvestris] 

397881 

LIB3431-008-P1-K1-G12 

BLASTX 

g2444271 

506 

3.0e-51 

153 

60 

(AFO 19637) putative amino acid or GABA permease 
[Arabidopsis thaliana] 

397882 

LIB3431-008-P1-K1-G2 

BLASTX 

g2072555 

208 

2.0e-16 

39 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

397883 

LIB3431-008-P1-K1-G4 

BLASTX 

gll5787 

276 

1.0e-24 

73 

81 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461jpir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

397884 

LIB3431-008-P1-K1-G6 

BLASTX 

g2660669 

174 

2.0e-12 

76 

53 

(AC002342) human Mi-2 autoantigen-like protein [Arabidopsis 
thaliana] 



50761 





ff 


OC4 • LNO • 


Q*7 QQi; 




T, TP. "34*31 — DOR-PI — Pfl -P.fi 


Ma 4— /-\ 




MPPT PT 


gouiD4o / 


RT.Z1 QT oporo 
XjlirlQ ± ouUXc 


JO 


"P* tra lno 
J-j vaxuc 


Q f)Q— 1 ^ 
O . Uc ij 


Match length 


48 


% identity 


66 


iN^-cx uescnption 


noitio sapiens rHiAi mKiNA, 


oeq • LNO . 




Qprr TO 


-OOP — PI —Kl — HQ 

lilDJl Jl UUO JT.L I\ J_ \JJ 




DT AOTY 

Dlifio 1A 


KtPRT PT 
INv^Dl Ijl 


gzo / uo 11 


DUrlu 1 uOUlc 


JUJ 


I- i VCIX U.C 


"3 f)A-9fi 


Match length 


63 


% identity 


92 


INUDl UcSCITXp ulOn 


lAruzz /oo) cnioropnyii 


oeq. imo • 


jy/oo / 




JjIDj^ji uuo riM niu 


lYiei-nocL 


nliAb 1 W 


VfppT PT 


giio4 / /o 


-DJj/iO ± oLUIc 




Hj VCl-LLLt? 


O • Uc 1*1 


Match lencrth 


70 


% identity 


90 


NCBI Description 


Zea mays glyceraldehyde 



[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(gpc4) mRNA, complete cds 
397888 

LIB3431-008-P1-K1-H11 

BLASTX 

g2570511 

653 

3.0e-68 

135 

96 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 
397889 

LIB3431-008-P1-K1-H12 

BLASTN 

g3868757 

44 

2.0e-15 

52 

96 

Oryza sativa irtRNA for elongation factor IB gamma, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



397890 

LIB3431-008-P1-K1-H2 

BLASTN 

gl245938 



50762 





^^^^ 

mw 

w 


BLAST score 


35 


E value 


2.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


rabCIC-, 



heart atrium, mRNA, 2998 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397891 

LIB3431-008-P1-K1-H3 

BLASTX 

g3789952 

638 

9.0e-67 

128 

97 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 


397892 


Seq. ID 


LIBo4 Jl-00o-Pl-Kl-H4 


Method 


BLASTX 


NCBI GI 


g4322327 


BLAST score 


T7 A 
^ /U 


E value 


1 fin O *5 


Match length 


92 


% identity 


53 


NCBI Description 


(AF080545) peptide transporter [Nepenthes ; 


Seq. No. 


397893 


Seq. ID 


LIB3431-008-P1-K1-H5 


Method 


BLASTN 


NCBI GI 


g5748493 


BLAST score 


37 


E value 


z . ue—±± 


Match length 


49 


% identity 


94 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC 




(ESSA project) 


Seq. No. 


397894 


Seq. ID 


LIB3431-008-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3868758 


BLAST score 


457 


E value 


4.0e-54 


Match length 


123 


% identity 


90 


NCBI Description 


(D89802) elongation factor IB gamma [Oryza 


Seq. No. 


397895 


Seq. ID 


LIB3431-008-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


519 


E value 


7.0e-53 


Match length 


114 


% identity 


90 



50763 



4) 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgar e] 

397896 

LIB3431-008-P1-K1-H9 

BLASTX 

g4567263 

275 

3.0e-24 

124 

52 

(AC006841) 
thaliana] 



putative cell division inhibitor [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397897 

LIB3431-008-P1-N1-A10 

BLASTN 

g2570510 

265 

1.0e-147 

285 

99 

Oryza sativa chlorophyll a-b binding protein mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397898 

LIB3431-008-P1-N1-A11 

BLASTN 

g218209 

233 

1.0e-128 

333 

93 

Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, 
pOSSS2106 



clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397899 

LIB3431-008-P1-N1-A3 

BLASTN 

g3885881 

233 

1.0e-128 

273 

96 

Oryza sativa inorganic pyrophosphatase 
cds 



(IPP) mRNA, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



397900 

LIB3431-008-P1-N1-A5 

BLASTN 

g2331130 

134 

2.0e-69 



50764 



Match length 

% identity 

NCBI Description 



€1 

174 
94 

Oryza sativa glycine-rich protein (OSGRP1) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397901 

LIB3431-008-P1-N1-A9 

BLASTX 

g671740 

175 

5.0e-13 

38 
87 

(X84730) ribulose-bisphosphate carboxylase 
construct] 



[synthetic 



397902 

LIB3431-008-P1-N1-B1 

BLASTX 

gl350821- 

221 

5.0e-18 

55 
75 

31 KD RIBONUCLEOPROTEIN, CHLOROPLAST PRECURSOR 

>gi_280403_pir S26204 RNA-binding protein 31 - 

curled-leaved tobacco >gi_19710_emb_CAA4 6233_ (X65117) 
binding protein 31 [Nicotiana plumbaginif olia] 



RNA 



397903 

LIB3431-008-P1-N1-B11 

BLASTX 

gl32105 

169 

6.0e-12 

32 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-l f 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

397904 

LIB3431-008-P1-N1-B12 

BLASTX 

g4689380 

236 

6.0e-20 

55 

84 

(AF139465) LHCII type III chlorophyll a/b binding protein 
[Vigna radiata] 



50765 



4D 



Sea. No. 


397905 


Seq. ID 


LIB3431-008-P1-N1-B2 


Method 


BLASTX 


NCBI GI 


g4588906 


BLAST score 


278 


"E V3 1 IIP 


1 . Oe-24 




67 


t> -l- VJr ii l< X _y 


76 




\r\L x xo x ft _? ; x xJJOoOITiai. 


Sea No 


f J V V 


Seq. ID 


LIB3431-008-P1-N1-B4 


Method 


BLASTX 


NCBI GI 


g347451 


BLAST score 


380 


E value 


8 Oe-37 


Matph 1 pnirhh 


69 




inn 


lit^Di UcoOIipLlUU 


I IJjUIOSc X /■ . 




sat i va ] 


9 err Mn 




Sea ID 


T.TR^431 -008-P1 -Nl -RS 


MethnH 




NGBI GI 


a4 996602 


BLAST score 


268 


E value 


2.0e-23 


Match length 


71 


% identity 


75 


NCBI Description 


(AB022273) thylakoid- 




tabacum] 



[Secale cereale] 



[Oryza 



thylakoid-bound ascorbate peroxidase [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



397908 

LIB3431-008-P1-N1-B6 

BLASTX 

g4220517 

227 

8.0e-19 

68 
59 

(AL035356) hypothetical protein [Arabidopsis thaliana] 
397909 

LIB3431-008-P1-N1-B8 

BLASTN 

g218207 

326 

0.0e+00 

333 

100 

Oryza sativa mRNA for the small subunit of 

ribulose-l f 5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 

397910 

LIB3431-008-P1-N1-B9 



50766 



€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2864617 

240 

4.0e-20 

75 

67 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] >gi_5730141_emb_CAB52473 . 1__ 
(AJ245574) ATP synthase beta chain precursor (subunit II) 
[Arabidopsis thaliana] 

397911 

LIB3431-008-P1-N1-C10 

BLASTN 

g3885885 

171 

2.0e-91 

186 

98 

Oryza sativa Rieske Fe-S precursor protein (RISP) mRNA, 
complete cds 

397912 

LIB3431-008-P1-N1-C2 

BLASTX 

g2598049 

276 

2.0e-24 

79 

66 

(Y15269) chloroplast drought-induced stress protein, 34 kD) 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397913 

LIB3431-008-P1-N1-C4 

BLASTN 

g2072554 

284 

1.0e-158 

284 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



397914 

LIB3431-008-P1-N1-C6 

BLASTX 

g3914685 

219 

1.0e-17 

58 
76 

60S RIBOSOMAL PROTEIN L17 >gi_2668748 (AF034948) ribosomal 
protein L17 [Zea mays] 

397915 

LIB3431-008-P1-N1-C7 



50767 



€1 



Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


248 


E value 


4.0e-21 


Match length 


50 


% identity 


98 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase 




construct] 


Seq. No. 


397916 


Seq. ID 


LIB3431-008-P1-N1-D2 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


321 


E value 


0. 0e+00 


Match length 


329 


% identity 


99 


NCBI Description 


Rice complete chloroplast genome 


Seq, No. 


397917 


Seq. ID 


LIB3431-008-P1-N1-D3 


Method 


BLASTN 


NCBI GI 


g3618309 


BLAST score 


306 


E value 


1.0e-172 


Match length 


306 


% identity 


100 


NCBI Description 


Oryza sativa mRNA for zinc finger protein, 




clone :E10707 


Seq. No. 


397918 


Seq. ID 


LIB3431-008-P1-N1-D4 


Method 


BLASTN 


NCBI GI 


g20262 


BLAST score 


343 


E value 


O.Oe+00 


Match length 


355 


% identity 


99 


NCBI Description 


O. sativa light-induced mRNA 


Seq. No. 


397919 


Seq. ID 


LIB3431-008-P1-N1-D6 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


159 


E value 


8.0e-ll 


Match length 


30 


% identity 


100 


NCBI Description 


(X84730) ribulose— bisTahostyhate carboxvlase 




construct] 


Sea No 


397920 


Seq. ID 


LIB3431-008-P1-N1-D8 


Method 


BLASTN 


NCBI GI 


g218207 


BLAST score 


37 


E value 


1.0e-ll 



[synthetic 



complete cds, 



[synthetic 



50768 



Match length 


93 


% identity 


85 


NCBI Description 


Orvzs sativa ttiRNA "Pot f hp cnrnal 1 ^nhnni +• cf 




y i Vym 1 r\op— 1 R — "K-j c?T\ln n QT'iVi 3 "t" p fa rHrivwl a oa r^omr^ 1 of o pHq fl on o 




pOSSS1139 


Spa No 


397921 


Seq. ID 


LIB3431-008-P1-N1-E1 


Method 


BLASTX 


NCBI GI 


g3688123 


BLAST score 


226 


E value 


2.0e-18 


Match length 


55 


% identity 


73 


NCBI Descrintion 


{ AiTO 0 ^2 Q*3 ^ rrT^nn 1 V^rvimH cf" a rrh « \/n t n a o o r Zi ti "f~ *t r*r*H \ n i im 
\nuvuut.-'j/ yiaiiLiJ.c Jwfkjuxivu otaiuu oyii midoG |_.riiiuxx xIIXIILUlL 




ma jus] 


Sea. No. 


397922 


Seq. ID 


LIB3431-008-P1-N1-E10 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


263 


E value 


5. Oe-23 


Match 1 pricrth 


51 


S; "i Hpnt "i t v 


96 


NCBI Description 


i* AT^O 1 ^ 7 7 ^ c^Vi 1 OT*OT*tV> \t~\ ~! ^ / It! rsH i nrr DTAfoi n rHyvTa oaf i wal 
\nc uuj. j / / j wiiu x v^Jiijf x x a/ ij jj±iiuxii^ piULuiii j_ v^x y /^<jl ociuxvctj 


9 prr Mn 




Seq. ID 


LIB3431-008-P1-N1-E11 


Method 


BLASTX 


NCBI GI 


g3789948 


BLAST score 


160 


TP. 1 lip 


8 Op-11 


Match) 1 f^Tirrt Vi 


*34 


S- -i HoTlt 1 t W 
D 1UC11L1 Ly 


Q4 


NCBI Description 


(AF094773} f ransl at"i on i rci at"i nn "Factcv SA rOT*\77^i <=:;^ 1 1 77;=i 1 


Sea No 


397924 


Seq, ID 


LIB3431-008-P1-N1-E2 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


393 


E value 


3.0e-38 


Match lenath 


71 


% "i clpnt i t v 


100 


NPRT Op «?cr i Tit "i en 


v-\o*i/ouy iijjiiiuoc jjxopiiuopiicix,t5 Octx jjoxy±ase [synuneuxc 




construct 1 


Spa Mn 




Seq. ID 


LIB3431-008-Pl-Kfl-FS 

XJ J- i— ' J l/UU 1.X 111 1_J 


Method 


BLASTX 


NCBI GI 


g5823570 


BLAST score 


395 


E value 


3_0e-38 


Match length 


108 


% identity 


74 


NCBI Description 


(AL049730) putative protein [Arabidopsis thaliana] 



50769 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397926 

LIB3431-008-P1-N1-E6 

BLASTN 

g809513 

356 

0.0e+00 

356 

100 

Rice mRNA for f erredoxin-nitrite reductase, complete cds 
397927 

LIB3431-008-P1-N1-E7 

BLASTX 

gl32105 

522 

3.0e»53 

94 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi__68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF01736,4) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375jprf 1508256A ribulose bisphosphate 

-carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397928 

LIB3431-008-P1-N1-F1 

BLASTN 

g20181 

41 

7.0e-14 

77 

88 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397929 

LIB3431-008-P1-N1-F10 

BLASTX 

g3024657 

180 

3.0e-13 

50 
72 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 
>gi_2668740 (AF034944) translation initiation 
[Zea mays] 



PROTEIN) 
factor; GOS2 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



397930 

LIB3431-008-P1-N1-F12 

BLASTX 

g3885894 

162 



50770 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



2.0e-ll 

31 
100 

(AF093635) photos y st em- 1 H subunit GOS5 [Oryza sativa] 



397931 

LIB3431-008-P1-N1-F2 

BLASTN 

g2570514 

244 

1.0e-135 

260 

98 

Oryza sativa glycolate oxidase 



(GOX) mRNA, complete cds 



397932 

LIB3431-008-P1-N1-F4 

BLASTN 

g22651 

50 

5.0e-19 

98 

88 

H. vulgare mRNA for GRP94 homologue 
397933 

LIB3431-008-P1-N1-F5 

BLASTX 

g3914470 

407 

9.0e-40 

94 

79 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 
>gi_1321868_emb_CAA66373_ (X97771) lOkD PSII protein 
[Hordeum vulgar e] 

397934 

LIB3431-008-P1-N1-F6 

BLASTX 

g4835756 

307 

5.0e-28 

71 

83 

(AC007202) Is a member of the PF_00044 glyceraldehyde 
3-phosphate dehydrogenase family. ESTs gb_T43985, 
gb_N38667, gb_N65037, gb_AA713069 and gb_AI099548 come from 
this gene. [Arabidopsis thaliana] 

397935 

LIB3431-008-P1-N1-F8 

BLASTX 

g3808101 

217 

I. 0e-17 
50 



50771 



0 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

(AJ012165) chloroplast protease [Capsicum annuum] 
397936 

LIB3431-008-P1-N1-F9 

BLASTX 

g2864617 

173 

2.0e-12 

53 

66 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] >gi_5730141_emb_CAB524 73 . 1_ 
(AJ245574) ATP synthase beta chain precursor (subunit II) 
[Arabidopsis thaliana] 

397937 

LIB3431-008-P1-N1-G10 

BLASTX 

gl351303 

204 

6.0e-16 

56 

71 

INDOLE- 3-GLYCEROL PHOSPHATE SYNTHASE PRECURSOR (IGPS) 
>gi_619732 (U18770) indole-3-glycerol phosphate synthase 
[Arabidopsis thaliana] 

397938 

LIB3431-008-P1-N1-G2 

BLASTN 

g2072554 

372 

0.0e+00 

388 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



397939 

LIB3431-008-P1-N1-G4 

BLASTN 

g20181 

105 

6.0e-52 

173 

91 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

397940 

LIB3431-008-P1-N1-G5 

BLASTX 

g4689108 

168 

1.0e-ll 
48 



50772 



% identity 

NCBI Description 



60 

(AF077030) hypothetical 43.2 kDa protein [Homo sapiens] 
>gi_4929577_gb_AAD34049.1_AF151812_l (AF151812) CGI-54 
protein [Homo sapiens] 



Seq. No. 


397941 


Seq. ID 


LIB3431-008-P1-N1-G6 


Method 


BLASTN 


NCBI GI 


g2570516 


BLAST score 


76 


F. va 1 lip 


1 . Oe-34 


Match length 


120 


% identity 


91 


NCBI Description 


Oryza sativa thioredoxin 


Sea No 


397942 


i«j c u » j_ xy 


ItlDJU J. VJ VJ O t X xM X O 




DiinO X Vi 


NCBI GI 


a2062705 


J_>XxrxO J. c 




1? T73 1 no 

J_i vaXuc 


^ . Uc 1j 




39 


% id^nt" it v 


100 


NORT npsrrinti nn 

\/ XJ _L. i_/ w O J L. 


HiiTTipn hmtvrfvnh i 1 i n f'RTF'V 


Seq. No. 


397943 


Seq. ID 


iJlDJI Jl \j\JO XT X Vi J- nil 




D XxriO X vi 




y^. j / uoxu 


BLAST ^core* 


^ w ^ 


J— i v d -L LLC 


X . L/C XXX 


Ma +■ 1 onrchVi 




% ide^ntitv 

u J- v^i v,^ ± x o -im. w y 


98 


NCBI Description 


Orvza sativa chloronhvl 1 




cds 


Seq. No. 


397944^ 


Seq. ID 


LIB3431-008-P1-N1-H3 


M^t" V>oH 


DxxriO X IN 


NCRT QT 




DiiTliJ X Ot_.UXt2 


1 7ft 
x / O 


E value 1 

J— 1 VMXUC 


2 . Oe-95 


iiCLUOil icily Lll 




2- -{ o~n "f - "I +*\7 




NCBI Descrintion 


vX y oa I — L v a WIXUX uL/iiy XX 




(Cab271 mRNA. nuclear aei 




complete cds 


Seq. No. 


397945 


Seq. ID 


LIB3431-008-P1-N1-H6 


Method 


BLASTN 


NCBI GI 


g3868757 


BLAST score 


42 


E value 


2.0e-14 


Match length 


210 


% identity 


81 



F isoform mRNA, complete cds 



mRNA, complete cds 



a-b binding protein mRNA> complete 



NCBI Description Oryza sativa mRNA for elongation factor IB gamma, complete 



50773 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cds 

397946 

LIB3431-008-P1-N1-H8 

BLASTX 

g548605 

378 

2.0e-36 

79 

94 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397947 

LIB3431-008-P1-N1-H9 

BLASTX 

g4567263 

236 

1.0e-19 

58 
76 

(AC006841) 
thaliana] 



putative cell division inhibitor [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397948 

LIB3431-009-P1-K1-A1 

BLASTN 

g2072554 

394 

0.0e+00 

394 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397949 

LIB3431-009-P1-K1-A10 

BLASTX 

g5001458 

457 

1.0e-45 

145 
60 

(AC006225) putative multidrug resistance protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



397950 

LIB3431-009-P1-K1-A12 

BLASTX 

g2583127 

292 

1.0e-26 

70 
80 



50774 



NCBI Description 



(AC002387) putative sialoglycoprotease [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



397951 

LIB3431-009-P1-K1-A3 

BLASTX 

g5816996 

477 

6.0e-48 
125 
74 

(AL110123) 
thaliana] 



ribosomal protein L32-like protein [Arabidopsis 



397952 

LIB3431-009-P1-K1-A4 

BLASTX 

g4455169 

368 

4.0e-35 

117 

56 

(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 

397953 

LIB3431-009-P1-K1-A6 

BLASTN 

g4079797 

60 

7.0e-25 

100 

90 

Oryza sativa 23 kDa polypeptide of photosystem II mRNA, 
complete cds 

397954 

LIB3431-009-P1-K1-A7 

BLASTX 

g3288821 

323 

9.0e-35 

112 

66 

(AFQ63901) alanine iglyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

397955 

LIB3431-009-P1-K1-B12 

BLASTX 

g228403 

633 

3.0e-66 

144 

85 



50775 



NCBI Description glycolate oxidase [Lens culinaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397956 

LIB3431-009-P1-K1-B2 

BLASTN 

g4959460 

37 

3.0e-ll 

37 

100 

Zea mays RACB small GTP binding protein mRNA, complete cds 
397957 

LIB3431-009-P1-K1-B3 

BLASTX 

g2130069 

261 

1.0e-22 

120 

48 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397958 

LIB3431-009-P1-K1-B4 

BLASTX 

g2130069 

358 

3.0e-34 

90 

76 

catalase (EC 1.11.1.6) 



cat A - rice 



>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
397959 

LIB3431-009-P1-K1-B6 

BLASTX 

gl32105 

271 

3.0e-24 

63 
87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



397960 

LIB3431-009-P1-K1-B8 

BLASTX 

gl730512 

186 



50776 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-14 

48 
79 

PHOSPHOGLYCERATE KINASE, CHLOROPLAST 

>gi_212 9 66 9_pir S71368 phosphoglycerate kinase - 

Arabidopsis thaliana (fragment) >gi_1022805_gb_AAB60303 . 1_ 
(U37701) phosphoglycerate kinase [Arabidopsis thaliana] 

397961 

LIB3431-009-P1-K1-C10 

BLASTX 

g347451 

154 

1.0e-10 

38 
82 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

riatch length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



397962 

LIB3431-009-P1-K1-C11 

BLASTN 

gll84773 

67 

1.0e-29 

115 
90 

Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC3 
(gpc3) mRNA, complete cds 

397963 

LIB3431-009-P1-K1-C12 

BLASTX 

g4006818 

442 

8.0e-44 

-138 
62 

(AC005970) putative translation initiation factor eIF-2B, 
alpha subunit [Arabidopsis thaliana] 

397964 

LIB3431-009-P1-K1-C3 

BLASTX 

g733454 

535 

1.0e-54 

123 

82 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

397965 

LIB3431-009-P1-K1-D1 

BLASTX 

g320618 

466 



50777 



E value 
Match length 
% identity 
NCBI Description 



1.0e-46 

105 

84 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397966 

LIB3431-009-P1-K1-D11 

BLASTX 

gll5787 

249 

2.0e-21 

70 

79 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461__pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_2018'2_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


397967 


Seq. ID 


LIB3431-009- 


Method 


BLASTX 


NCBI GI 


g226263 


BLAST score 


342 


E value 


4.0e-32 


Match length 


70 


% identity 


93 


NCBI Description 


chlorophyll 


Seq. No. 


397968 


Seq. ID 


LIB3431-009- 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


379 


E value 


2.0e-36 


Match length 


95 


% identity 


82 


NCBI Description 


CHLOROPHYLL 



A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi__824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi__20182_emb__CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397969 

LIB3431-009-P1-K1-D6 

BLASTX 

g320618 

619 

2.0e-73 

144 

97 

chlorophyll a/b-binding protein I 
>gi 218172 dbj BAA00536 (D00641) 



precursor - rice 

type I light-harvesting 



50778 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] - : 

397970 

LIB3431-009-P1-K1-D7 

BLASTX 

g2196772 

170 

4.0e-12 

74 

50 

(AF003128) chlorophyll a/b-binding protein 
[Mesembryanthemum crystallinum] 

397971 

LIB3431-009-P1-K1-E1 

BLASTX 

gll8170 

429 

3.0e-42 

102 

85 

CYSTEINE PROTEINASE INHIBITOR- I (ORYZACYSTATIN-I ) 

>gi_82491joir A28464 oryzacystatin - rice >gi_l 69784 

(J03469) oryzacystatin [Oryza sativa] >gi_169807 (M29259) 
oryzastatin [Oryza sativa] >gi_259137_bbs_120195 (S4 9967) 
oryzacystatin=cysteine protease inhibitor [Oryza=rice, 
Peptide, 102 aa] [Oryza] >gi_1280613 (U54702) oryzacystatin 
[Oryza sativa] 

397972 

LIB3431-009-P1-K1-E10 

BLASTN 

g218207 

215 

l.-0e-117 

239 

97 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 

397973 

LIB3431-009-P1-K1-E11 

BLASTX 

g4210330 

245 

2.0e-21 

57 
79 

(AJ223802) 2-oxoglutarate dehydrogenase, 
[Arabidopsis thaliana] 

397974 

LIB3431-009-P1-K1-E12 
BLASTX 



El subunit 



50779 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g417260 
421 

2.0e-41 

128 
66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 





397975 


OC^ • JlU 


T TR*34^1 — nriQ — Pi —W\ —WA 

LlDJ^t Ol UU-7 r± A. J. 




Dlxrio 1 IN 






BLAST score 


75 


E value 


2.0e-34 


Match length 


119 


9- -i Wnnf -i f-T/ 




TJPDT nocprinfi nn 
LN^Jj-L UcbLl JLp LJ.OI1 


uiyza saLiva pno uosysuein i a. 




complete cds 


oeq. jno . 


/ y / d 


beg. j_u 


LilrSo4ol-UUy— rl-Ki— ho 




DT 7\ QfpY 

rsliAb 1 A 


IN ^ ID J. ol 


y<£ U / / / 




384 


E value 


4.0e-37 


Match length 


132 


% identity 


64 


NCBI Description 


(Y12780) ATPase [Arabidopsis 


Seq. No. 


397977 


Seq. ID 


LIB3431-009-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3334150 


BLAST score 


657 


E value 


5.0e-69 


Match length 


144 


% identity 


90 


NCBI Description 


MAGNES I UM- CHELAT ASE SUBUNIT I 



mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



(MG-PROTOPORPHYRIN IX CHELAT ASE) >gi_2129847_pir JC4312 

chlorophyll magnesium chelatase (EC 4.99.-.-) - soybean 
chloroplast >gi_1732469_dbj_BAA08291_ (D45857) Mg chelatase 
subunit (4 6 kD) [Glycine max] 

397978 

LIB3431-009-P1-K1-F12 

BLASTX 

g2306981 

328 

7.0e-32 

95 

75 

(AF010321) photosystem I antenna protein [Oryza sativa] 
397979 

LIB3431-009-P1-K1-F3 
BLASTX 



50780 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3789952 
584 

2.0e-60 

119 

97 

(AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



397980 

LIB3431-009-P1-K1-F5 

BLASTX 

g3914603 

684 

3.0e-72 

130 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
, (U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

397981 

LIB3431-009-P1-K1-F6 

BLASTX 

g3914603 

236 

6.0e-20 

89 

60 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

397982 

LIB3431-009-P1-K1-F7 

BLASTX 

g3334150 

571 

6.0e-59 

129 

88 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR 

(MG-PROTOPORPHYRIN IX CHELATASE) >gi_2129847_pir JC4312 

chlorophyll magnesium chelatase (EC 4.99.-.-) - soybean 
chloroplast >gi_1732469_dbj_BAA08291_ (D45857) Mg chelatase 
subunit (46 kD) [Glycine max] 

397983 

LIB3431-009-P1-K1-G10 

BLASTX 

g2129538 

190 

1.0e-24 

89 

72 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 



50781 



AT103 [Arabidopsis thaliana] 



OCU ■ LN \J . 


397984 


Seq. ID 


LIB3431-009-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3885888 




227 


I_J v CLX LLC? 


1.0e-18 


Match length 


52 


St •? Hon +" "i f"\T 
^ XUciil-ii-y 


88 


LN^Ox UcoOIipUlUil 


/AFOQ^fi^?^ hiah mobilitv arouD orotein fOrvza sativa] 


Clprr Ma 


397985 


Seq. ID 


T.TR34 31-00 9-P1-K1-G2 






NCBI GI 


g2072555 


BLAST score 


237 


"P* 1 IIP 
Hi v dX U_™ 


9 Oe-20 




44 




100 


NCR! Dp sc riot ion 


(AF001396) metallothionein-like protein [Oryza sativa^ 


>gi 6103441 gb AAF03603.1 (AF147786) metallothionein- 




LJX W L-Cxii |_ i. _y Zj CI Ou.LJ.vaj 


UC^t IN w . 


397986 


Dc(|. XL/ 


T.TR^431 -009-P1-K1-G3 


\yi A 4** V"\ /~\ 

j-ie inoa 




NCBI GI 


g3152559 


BLAST score 


274 


Hi Va.XU.tJ 




f\A X I / » 1 Vh 

LYiaucn leuytn 


X *± 








(AC00298 61 Similaritv to A. thaliana aene oroduct 




F?1M1? ?0 ab Ar000132 EST ab Z25 651 comes from this 




[ni. auiUv^oio Li acl xx a. ii a. j 


Seq. No. 


397987 


Seq. ID 


LIB3431-009-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3914603 


BLAST score 


419 


E value 


3.0e-41 


Match length 


86 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



97 



RIBULOSE BISPHOSPHATE 
CHL0R0PLAST PRECURSOR 



CARBOXYLASE/OXYGENASE ACTIVASE, 
(RUBISC0 ACTIVASE) >gi_JL778414 
(U74321) ribulose-l f 5-bisphosphate carboxylase /oxygenase 
activase [Oryza sativa] 



397988 

LIB3431-009-P1-K1-G5 

BLASTX 

gl67097 

288 

2.0e-36 

110 

75 



50782 



NCBI Description 



(M5544 9) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397989 

LIB3431-009-P1-K1-G7 

BLASTN 

g218209 

55 

3.0e-22 

154 

84 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 



JC^. Vi KJ • 




C^z-r in 
o tr 1 ^ • x is 


llXDJ1J± VJ \J Z? XT X i\ -L K3 Zf 


TWf -|- Tr\ /~\fA 


DXirlO 1 A 


NPRT 


a3775999 

y / i -*j j j j 


DLirio 1 bCOIc 


1 j j 


E value 


^ Ho— 1 1 
O . Uc XX 


ridLL-Xl XciiyLil 






49 


LNODX UcbOl Xp L. XUii 




Seq. No. 


397991 


Seq. ID 


LIB3431-009-P1-K1-H11 


jxiei.noci 


DixfiO 1 A 


LnLoDX oX 


rrl £171 Q7 
g X Ox / X :? / 


Dhtibi score 


0 A A 


E value 


x . ue £ u 


jxiancn xengun 


Cfi 


% identity 


yu 


inL/Jdjl uescrxpi-ion 




Seq. No. 


397992 


Seq. ID 


LIB3431-009-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g417260 


BLAST score 


410 


E value 


5.0e-40 


Match length 


128 


% identity 


66 


NCBI Description 


LIGHT REGULATED PROTEIN 1 




lirl protein - rice >gi \ 




light-regulated gene [Or; 


Seq. No. 


397993 


Seq. ID 


LIB3431-009-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2959781 


BLAST score 


639 


E value 


6.0e-67 


Match length 


136 


% identity 


85 



(X68807) 



NCBI Description (AJ223508) Zwille protein [Arabidopsis thaliana] 



50783 



Seq. No. 


397994 


Seq. ID 


LIB3431-009-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3885892 


BLAST score 


532 


E value 


2.0e-54 


Match length 


110 


% identity 


94 


NCBI Description 


(AF093634) ohotosvstem-1 F subunit Drecursor 


Seq. No. 


397995 


Seq. ID 


LIB3431-009-P1-N1-A10 


Method 


BLASTX 


NCBI GI 


g5001458 


BLAST score 


177 


E value 


8.0e-13 


Match length 


59 


% identity 


58 


NCBI Description 


fAC00622^} "Diitat "i vf^ nrti i T 1~ *i H th rr Tfi<=j"i c;1"^nr , (=i nrnt" 




[Arabidopsis thaliana] 


Seq. No. 


397996 


Seq. ID 


LIB3431-009-P1-N1-A3 


Method 


BLASTX 


NCBI GI 


g5816996 


BLAST score 


224 


E value 


2.0e-18 


Match length 


49 


% identity 


90 


NCBI DpspriDti on 

t 1 ! vi^^i J— ' ^ J- fc-/ l*> -L, >w/ X 1. 






thaliana] 


Sea. No 


397997 


Seq. ID 


LIB3431-009-P1-N1-B1 


Method 


BLASTN 


NCBI GI 


g902200 


BLAST score 


105 


E value 


6. Oe-52 


Match length 


105 


% idpnt "i t~ v 


50 


NCBI DescriDtion 




Seq. No. 


397998 


Seq. ID 


LIB3431-009-P1-N1-B2 


Method 


BLASTX 


NCBI GI 


g451193 


BLAST score 


158 


E value 


1.0e-10 


Match length 


48 


% identity 


65 


NCBI Dp^rri nt" i on 


fT.9fl0nfl\ wa 1 i 7 fTrifirinnt anof -i T7nml 
ILiOUUO/ Wd-LX / [ ll/ltlCUIU acSUlVUlllJ 




>ai 1090845 orf 2019486B wali7 aene !"Tritiriir 


Seq. No. 


397999 


Seq. ID 


LIB3431-009-P1-N1-B3 


Method 


BLASTN 


NCBI GI 


g20191 



[Oryza sativa] 



50784 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match, length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



427 

0. Oe+00 

446 

99 

O.sativa mRNA for catalase 
398000 

LIB3431-009-P1-N1-B4 

BLASTN 

gl69133 

43 

6.0e-15 

143 
83 

Zea mays precursor of the oxygen evolving complex 17 kDa 
protein mRNA, complete cds 

398001 

LIB3431-009-P1-N1-B6 

BLASTN 

g218207 

114 

1.0e-57 

118 

99 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
POSSS1139 

398002 

LIB3431-009-P1-N1-B8 

BLASTX 

g3738261 

248 

4.0e-21 

57 

91 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 

398003 

LIB3431-009-P1-N1-C10 

BLASTX 

g671740 

197 

3.0e-15 

37 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

398004 

LIB3431-009-P1-N1-C11 

BLASTX 

gl20668 

223 

3.0e-18 



50785 



€1 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 
91 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 

>gi_82 3 9 9_pir A2 4159 glyceraldehyde-3-phosphate 

dehydrogenase {EC 1.2.1.12), cytosolic - barley (fragment) 
>gi_167044 (M36650) glyceraldehyde-3-phosphate 

dehydrogenase [Hordeum vulgare] >gi_225347jprf 1301218A 

dehydrogenase, glyceraldehydephosphate [Hordeum vulgare var. 
distichum] 

398005 

LIB3431-009-P1-N1-C3 

BLASTN 

g2073379 

158 

1.0e-83 

173 

98 

Rice CP26 mRNA, partial sequence 
398006 

LIB3431-009-P1-N1-C4 

BLASTN 

g20177 

359 

0.0e+00 

389 

99 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 



L-009-P1-N1-C9 
16 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



398007 
LIB3431- 
BLASTX 
g295232( 
223 

3.0e-18 

42 

100 

(AF049888) 1-aminocyclopropane-l-carboxylate oxidase [Oryza 
sativa] 

398008 

LIB3431-009-P1-N1-D1 

BLASTN 

g20177 

144 

2.0e-75 

151 

99 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 

398009 

LIB3431-009-P1-N1-D10 

BLASTN 

g310316 



50786 



€1 



-BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 

7.0e-ll 

48 
94 

Rice bet a- tubulin (RTUB-1) 



mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



398010 

LIB3431-009-P1-N1-D11 

BLASTN 

g20181 

170 

1.0e-90 

177 

99 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

398011 

LIB3431-009-P1-N1-D12 

BLASTN 

g20181 

80 

4.0e-37 

108 

94 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

398012 

LIB3431-009-P1-N1-D3 

BLASTX 

g421916 

231 

4.0e-19 

45 

96 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 

398013 

LIB3431-009-P1-N1-D4 

BLASTX 

g548603 

234 

1.0e-19 

50 

90 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
( PHOTOS YSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

398014 

LIB3431-009-P1-N1-D6 

BLASTN 

g20181 



50787 



BLAST score 


98 


E value 


7.0e-48 


Match length 


108 


% identity 


97 


NCBI Description 


Rice cab2R gene for light harvesting chlorophyll 




a/b— binding protein 


Seq. No. 


398015 


Seq. ID 


LIB3431-009-P1-N1-D9 


Method 


BLASTX 


NCBI GI 


g4836907 


BLAST score 


188 


E value 


4 .Oe-14 


Match length 


45 


% identity 


84 


NCBI Description 


(AC007153) Highly similar to putative callose synth< 




catalytic subunit [Arabidopsis thaliana] 


Seq. No. 


398016 


Seq. ID 


LIB3431-Q09-P1-N1-E1 


Method 


BLASTN 


NCBI GI 


g259136 


BLAST score 


282 


E value 


1.0e-157 


Match length 


282 


% identity 


100 



NCBI Description 



oryzacystatin=cysteine protease inhibitor [Oryza=rice, 
mRNA, 643 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398017 

LIB3431-009-P1-N1-E10 

BLASTN 

g218207 

296 

1.0e-166 

296 

100 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398018 

LIB3431-009-P1-N1-E12 

BLASTN 

g5091597 

106 

1.0e-52 

170 

31 

Oryza sativa chromosome 1 BAG 10A19I, 



complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398019 

LIB3431-009-P1-N1-E2 

BLASTN 

g310322 

52 

4.0e-20 



50788 



Match length 

% identity 

NCBI Description 



241 
82 

Oryza sativa triosephosphate isomerase (Rictipi2) gene, 
exons 1-9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



398020 

LIB3431-009-P1-N1-E4 

BLASTN 

g2306980 

235 

1.0e-129 

260 

98 

Oryza sativa photosystem I antenna protein (Lhca) mRNA, 
complete cds 

398021 

LIB3431-009-P1-N1-E5 

BLASTX 

g5734790 

241 

2.0e-20 

53 

89 

(AC007980) ATP-dependent metalloprotease [Arabidopsis 
thaliana] 



398022 

LIB3431-009-P1-N1- 

BLASTN 

g473602 



■E6 



BLAST score 


35 


E value 


3.0e-10 


Match length 


116 


% identity 


83 


NCBI Description 


Zea mays W-22 hi stone H2A mRNA, complete < 


Seq. No. 


398023 


Seq. ID 


LIB3431-009-P1-N1-E8 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


160 


E value 


7.0e-ll 


Match length 


31 


% identity 


90 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


398024 


Seq. ID 


LIB3431-009-.P1-N1-E9 


Method 


BLASTN 


NCBI GI 


g3075487 


BLAST score 


224 


E value 


1.0e-123 


Match length 


240 


% identity 


98 


NCBI Description 


Oryza sativa chlorophyll a/b-binding prot< 




mRNA, complete cds 



(RCABP69) 



50789 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398025 

LIB3431-009-P1-N1-F1 
BLASTX 
g3334150 
209 

3.0e-21 

62 
90 

MAGNESIUM-CHELATASE SUBUNIT CHLI 
(MG-PROTOPORPHYRIN IX CHELATASE) 
chlorophyll magnesium chelatase 
chloroplast >gi_1732469_dbj_BAA08291 
subunit (46 kD) [Glycine max] 



PRECURSOR 

>gi_2129847_pir JC4312 

EC 4.99.-.-) - soybean 

(D45857) Mg chelatase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



398026 

LIB3431-009-P1-N1-F10 

BLASTX 

g6091740 

287 

1.0e-25 

78 
74 

(AC0107 97) putative aspartate kinase [Arabidopsis thaliana] 
398027 

LIB3431-009-P1-N1-F3 

BLASTN 

g3789951 

149 

3.0e-78 

288 

98 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

398028 

LIB3431-009-P1-N1-F4 

BLASTN 

g218207 

47 

2.0e-17 

87 

89 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 

398029 

LIB3431-009-P1-N1-F5 

BLASTX - 

gl32166 

160 

7.0e-ll 

31 

87 



50790 



4) 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 

>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 - 
473) [Arabidopsis thaliana] 

398030 

LIB3431-009-P1-N1-F7 

BLASTN 

g20177 

322 

0.0e+00 

344 

99 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 

398031 

LIB3431-009-P1-N1-G12 

BLASTN 

g3885887 

267 

1.0e-148 

267 

100 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 

398032 

LIB3431-009-P1-N1-G2 

BLASTN 

g2072554 

257 

1.0e-142 

257 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



398033 

LIB3431-009-P1-N1-G4 

BLASTX 

gl32166 

160 

6.0e-ll 

31 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 
>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 
473) [Arabidopsis thaliana] 

398034 

LIB3431-009-P1-N1-G5 



50791 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4105561 

226 

1.0e-18 

47 
96 

(AF047444) ribulose-5-phosphate-3-epimerase [Oryza sativa] 
398035 

LIB3431-009-P1-N1-G7 

BLASTN 

g218209 

152 

4.0e-80 

200 
95 

Oryza sativa mRNA for the small subunit of 

ribulose-l f 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 

398036 

LIB3431-009-P1-N1-H11 

BLASTX 

gl617197 

228 

1.0e-18 

49 

84 

(Z72488) CP12 [Nicotiana tabacum] 
398037 

LIB3431-009-P1-N1-H2 

BLASTN 

g20262 

160 

7.0e-85 

, 200 ' ' ' ' 

95 

0. sativa light-induced mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398038 

LIB3431-009-P1-N1-H7 

BLASTN 

g4138289 

324 

0. 0e+00 

324 

100 

Oryza sativa mRNA for thioredoxin M 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398039 

LIB3431-009-P1-N1-H8 

BLASTX 

g2149640 

215 

3.0e-17 

60 



50792 



to • 

% identity 73 

NCBI Description (U91995) Argonaute protein [Arabidopsis thaliana] 

>gi_5733867_gb_AAD49755*l_AC007932__3 (AC007932) Identical 
to gb_U91995 Argonaute protein from Arabidopsis thaliana. 
ESTs gb_H76075, gb_AA720232, gb_N65911 and gb_AA6514 94 come 
from this gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398040 

LIB3431-009-P1-N1-H9 

BLASTN 

g3885891 

196 

1.0e-106 

324 
90 

Oryza sativa photosystem-1 F 
rnRNA, complete cds 



subunit precursor (PSI-F) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398041 

LIB3431-010-P1-K1-A11 

BLASTX 

gl32105 

609 

2.0e-63 

131 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


398042 


Seq. ID 


LIB3431-010-P1-K1-A2 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


35 


E value 


2.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA * 


Seq. No. 


398043 


Seq. ID 


LIB3431-010-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2407281 


BLAST score 


700 


E value 


5.0e-74 


Match length 


133 


% identity 


98 


NCBI Description 


(AF017363) ribulose 



subunit [Oryza sativa] 



50793 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398044 

LIB3431-010-P1-K1-A8 

BLASTX 

g2262116 

297 

9.0e-27 

124 

46 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 
398045 

LIB3431-010-P1-K1-A9 

BLASTX 

g548603 

647 

7.0e-68 

131 

95 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

398046 

LIB3431-010-P1-K1-B1 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi__6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


398047 




Seq. ID 


LIB3431-010-P1-K1- 


-B12 


Method 


BLASTX 




NCBI GI 


g6103623 




BLAST score 


649 




E value 


4.0e-68 




Match length 


145 




% identity 


89 




NCBI Description 


(AF172094) actin 


[Picea rubens] 


Seq. No. 


398048 




Seq. ID 


LIB3431-010-P1-K1- 


-B2 


Method 


BLASTX 




NCBI GI 


g5802955 




BLAST score 


155 




E value 


4.0e-10 




Match length 


66 




% identity 


44 




NCBI Description 


(AF178990) stress 


related protein 


Seq. No. 


398049 




Seq. ID 


LIB3431-010-P1-K1 


-B5 



50794 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g82080 
409 

5.0e-40 

119 

67 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

398050 

LIB3431-010-P1-K1-B6 

BLASTN 

g20181 

69 

9.0e-31 

128 
88 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398051 

LIB3431-010-P1-K1-B7 

BLASTX 

gl31225 

440 

9.0e-44 

109 

80 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398052 

LIB3431-010-P1-K1-C1 

BLASTX 

gl353352 

226 

2.0e-18 

60 

73 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398053 

LIB3431-010-P1-K1-C10 

BLASTN 

gl661161 

82 

4.0e-38 

102 

95 

Oryza sativa water stress inducible protein 
complete cds 



(KCDL917) mRNA, 



Seq. No. 



398054 



50795 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3431-010-P1-K1-C2 

BLASTX 

g3885888 

287 

1.0e-25 

101 
63 

(AF093632) 



high mobility group protein [Oryza sativa] 



398055 

LIB3431-010-P1-K1-C3 

BLASTX 

g2196672 

420 

3.0e-41 

90 

87 



NCBI Description (Y08807) HMGdl [Zea mays] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



'398056 

LIB3431-010-P1-K1-C7 

BLASTX 

g82080 

331 

5.0e-31 

96 

69 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872__prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

398057 

LIB3431-010-P1-K1-D11 

BLASTX 

g417103 

612 

1.0e-63 ' 

122 

100 

HI STONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb__CAA56153__ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754__emb_CAB38916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_emb_CAB38917 . 1_ 



50796 



(AL035708) Histon H3 [Arabidopsis thaliana] 
>gi_6006364_dbj_BAA84794.1_ (AP000559) EST D15300 (C0425 ) 
corresponds to a region of the predicted gene.; Similar to 
histone H3 (AB015760) [Oryza sativa] 



OCLJ • IN vj • 


398058 




Q&n TD 
octj. J. \J 


LTB3431-010-P1-K1-D2 




lYlc L.I1UU. 


BLASTX 




NCBI GI 


g5923670 




n I irin f O L-Ui. C 


247 




TJ 1 TT3 1 no 

Hi value 


6. Oe-21 




M^trh Ipncrth. 


78 




§r n Hon +* "i t" \T 
x> xucni l ty 


59 


thaliana] 


NCBI Description 


(AC009326) unknown protein [Arabidopsis 


o c; • v* kj . 


398059 






LIB3431-010-P1-K1-D3 






BLASTX 






a3860247 






4?^ 




Hj va±u.e 






Mafph 1 on rr"h Vi 


102 




2- -j Hofi"f~i +■ \r 


78 


thaliana] 


NCBI Description 


(AC005824) unknown protein [Arabidopsis 


oeg. jno. 


O .70 U \>\J 




beg. iu 


T TR?4^1 —01 fi-Pl -Kl -D4 

JjlOOftOX U1U JT-L IV.L U*4 




Metnoa 


DjjAb 1 JN 










oJ-iAbl score 






E value 






riaLCH Xcliy UIl 


246 




% identity 






NCBI Description 


Rice complete chloroplast genome 




beg. LNO . 


O _7 O \J \J J. 




oeg* jll> 






TUT /— t "!~ r*\ /"\ 








a20262 




DLiAb i score 






Hj value 






rid L. Ull XCiiLj Lll 


63 




-s iaenui.i.y 


Q7 




JNOnJ. Description 


0. sativa light-induced mRNA 




Seg. No. 


398062 




Seg. ID 


LIB3431-010-P1-K1-D7 




Method 


BLASTX 




NCBI GI 


gll5772 




BLAST score 


186 




E value 


2.0e-14 




Match length 


41 




% identity 


95 




NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII 



CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 

protein 1R precursor - rice >gi_2017 8__emb_CAA32108_ 
(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 



50797 



[Oryza sativa] 



Seq. No. 


398063 




Seq. ID 


LIB3431-010-P1-K1-D8 




Method 


BLASTN 




NCBI GI 


g6015437 




BLAST score 


36 




R V3 1 IIP 


1 . 0e-10 




Match lencrth 


36 




O JL U.C1 i U J- Jjf 


100 






Homo sapiens PEX1 mRNA, complete cds 




Serr No 


398064 




Seq. ID 


LIB3431-010-P1-K1-E10 






BLASTX 






gll74778 




BLAST score 


440 




E value 


6.0e-44 




Mat*ch lencrth 


90 






96 






TRYPTOPHAN SYNTHASE BETA CHAIN 1 (ORANGE PERICARP 


>gi 320136 pir PQ0449 tryptophan synthase 


(EC 4.; 




beta-1 chain - maize (fragment) >gi_168572 


(M7668< 




tryptophan synthase beta-subunit [Zea mays] 




Seq. No. 


398065 




Seq. ID 


LIB3431-010-P1-K1-E2 




Method 


BLASTN 




NCBI GI 


g20181 




BLAST score 


111 




E value 


7.0e-56 




Match length 


127 





2.1.20) 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



97 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

398066 

LIB3431-010-P1-K1-E3 

BLASTX 

gl32105 

609 

2.0e-63 

131 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398067 

LIB3431-010-P1-K1-E4 
BLASTN 



50798 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!1957 
170 

7.0e-91 

190 
49 

Rice complete chloroplast genome 
398068 

LIB3431-010-P1-K1-F10 

BLASTX 

g3892708 

297 

6.0e-27 

104 

52 

(AL033545) putative protein [Arabidopsis thaliana] 
398069 

LIB3431-010-P1-K1-F11 

BLASTX 

g!67097 

372 

1.0e-35 

86 
81 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 

398070 

LIB3431-010-P1-K1-F2 

BLASTX 

g464705 

416 

6.0e-41 

87 

92 

40S RIBOSOMAL PROTEIN S13 >gi_419802_pir S3014 6 ribosomal 

protein S13.e - maize >gi_288059_emb_CAA44311_ (X62455) 
cytoplasmatic ribosomal protein S13 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398071 

LIB3431-010-P1-K1-F3 

BLASTX 

g2495180 

442 

6.0e-44 

116 

71 

PORPHOBILINOGEN DEAMINASE PRECURSOR (PBG) 

(HYDROXYMETHYLBILANE SYNTHASE) (HMBS) (PRE-UROPORPHYRINOGEN 

SYNTHASE) >gi_421882_pir S35873 hydroxymethylbilane 

synthase (EC 4.3.1.8) - garden pea >gi_541971_pir JQ2278 

hydroxymethylbilane synthase (EC 4.3.1.8) precursor - 
garden pea chloroplast >gi_313724_emb_CAA51820_ (X73418) 
hydroxymethylbilane synthase [Pisum sativum] 



Seq. No. 



398072 



50799 



HI 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431- 
BLASTX 
g687677 
222 

1.0e-18 

53 
83 

(U19925 



-010-P1-K1-F8 



unknown [Arabidopsis thaliana] 



398073 

LIB3431-010-P1-K1-F9 

BLASTX 

gl835731 

581 

4.0e-60 

111 

100 

(U86018) photosystem II 



10 kDa polypeptide [Oryza sativa] 



398074 

LIB3431-010-P1-K1-G10 

BLASTX 

g3913018 

626 

2.0e-65 

128 
99 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 
(ALDP) >gi_218155_dbj_BAA02730_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



398075 

LIB3431-010-P1-K1-G11 

BLASTX 

g6015059 

406 

1.0e-39 

80 
100 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) >gi_2996096 
(AF030517) translation elongation factor- 1 alpha; EF-1 
alpha [Oryza sativa] 

398076 

LIB3431-010-P1-K1-G2 

BLASTX 

g4502881 

165 

3.0e-ll 

141 

34 

chloride intracellular channel 1 

>gi_3121852_sp_O00299_CLIl_HUMAN CHLORIDE INTRACELLULAR 
CHANNEL PROTEIN 1 (NUCLEAR CHLORIDE ION CHANNEL 27) (P64 
CLCP) >gi_2073569 (U93205) nuclear chloride ion channel 
protein [Homo sapiens] >gi_4588526__gb_AAD26137 . 1_AF109197_ 
(AF109197) nuclear chloride channel [Homo sapiens] 



50800 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
%, identity 
'NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398077 

LIB3431-010-P1-K1-G3 

BLASTX 

g3345477 

502 

8.0e-51 

142 

70 

(AB016283) carbonic anhydrase [Oryza sativa] 
398078 

LIB3431-010-P1-K1-G4 

BLASTX 

g548603 

210 

8.0e-17 

82 
57 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>qi 478404 pir JQ2247 photosystem I chain D precursor - 
barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

398079 

LIB3431-010-P1-K1-G5 

BLASTX 

g2501190 

214 

5.0e-17 

63 

71 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 

398080 

LIB3431-010-P1-K1-G6 

BLASTX 

g548605 

306 

1.0e-51 

132 

84 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 
>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398081 

LIB3431-010-P1-K1-G7 

BLASTX 

gl32105 

567 

2.0e-58 



50801 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122 
87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 
sativa] >gi 226375 prf *1'508256A ribulose bisphosphate 
carboxylase S [Oryza sativa] 

398082 

LIB3431-010-P1-K1-G8 

BLASTX 

g!15796 

737 

2.0e-78 

148 

96 

CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCII TYPE I 
CAB) (LHCP) >gi_218174_dbj_BAA00537__ (D00642) type II 
light-harvesting chlorophyll a/b-binding protein [Oryza 
sativa] 



Seq. No. 


398083 


Seq. ID 


LIB3431-010-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2737973 


BLAST score 


742 


E value 


5.0e-79 


Match length 


145 


% identity 


96 


NCBI Description 


(U83625) protein kinase ZmMEKl [Zea mays] 


Seq. No. 


398084 


Seq. ID 


LIB3431-010-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g3551523 


BLAST score 


247 


E value 


6.0e-21 


Match length 


156 


% identity 


37 


NCBI Description 


(AB017026) oxysterol-binding protein [Mus musculus] 


Seq. No. 


398085 


Seq. ID 


LIB3431-010-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g231610 


BLAST score 


257 


E value 


4.0e-22 


Match length 


74 


% identity 


76 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 



>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 



50802 



(gamma subunit) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398086 

LIB3431-010-P1-K1-H5 

BLASTX 

g4206112 

639 

5.0e-67 

127 

94 

(AF097662) alpha tubulin [Mesembryanthemum crystallinum] 
398087 

LIB3431-010-P1-K1-H9 

BLASTX 

g3876874 

211 

9.0e-17 

88 
43 

(Z81535) Similarity to Human signal recognition particle 
receptor alpha subunit (SW:P08240) [Caenorhabditis elegans] 

398088 

LIB3431-010-P1-N1-A10 

BLASTX 

g2911886 

154 

6.0e-12 

56 

70 

(AF047663) Contains similarity to Pfam domain: PF00448 
(SRP54) , Score=14.7, E-value=2 . 76-12, N=l [Caenorhabditis 
elegans] 

398089 

LIB3431-010-P1-N1-A11 

BLASTN 

g218207 

187 

1.0e-101 

323 
89 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398090 

LIB3431-010-P1-N1-A3 

BLASTN 

g218209 

124 

3.0e-63 

248 

98 

Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, 



clone 



50803 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
'NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pOSSS2106 
398091 

LIB3431-010-P1-N1-A5 

BLASTX 

g3367536 

233 

2.0e-19 

48 

92 

(AC004392) Contains similarity to symbiosis-related like 
protein F1N20.80 gi_2961343 from A. thaliana BAC 
gb_AL022140. EST gb_T04695 comes from this gene. 
[Arabidopsis thaliana] 

398092 

LIB3431-010-P1-N1-A9 

BLASTX 

g417544 

206 

2.0e-16 

43 

86 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD PROTEIN) (PSI-D) (PS I SUBUNIT 5) 

>gi_320209_pir A60695 photosystem I chain II precursor - 

cucumber >gi_625966_pir JQ2132 photosystem I complex 20K 

protein precursor - cucumber >gi_227772_prf 1710320A 

photosystem I 20kD protein [Cucumis sativus] 

398093 

LIB3431-010-P1-N1-B1 

BLASTN 

g2072554 

185 

1.0e-100 

185 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



398094 

LIB3431-010-P1-N1-B11 

BLASTX 

g6093830 

157 

1.0e-10 

50 

44 

PHOTOSYSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L-AME) 
[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_3337435 (AF060198) PsbY precursor; 
putative photosytem II peptide [Spinacia oleracea] 

398095 

LIB3431-010-P1-N1-B4 
BLASTN 



50804 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g20262 
315 

1.0e-177 

327 
99 

O.sativa light-induced mRNA 
398096 

LIB3431-010-P1-N1-B5 
BLASTN ^ 
gl835730 
65 

3.0e-28 

109 

90 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398097 

LIB3431-010-P1-N1-B6 

BLASTX 

gll5813 

152 

6.0e-10 

33 

85 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb__CAA33330_ (X15258) Type III 
chlorophyll a/b-foinding protein [Lycopersicon esculentum] 



Seq. No. 


398098 


Seq. ID 


LIB3431-010-P1-N1-C10 


Method 


BLASTX 


%fCBI GI 


g2244734 


BLAST score 


275 


E value 


2.0e-24 


Match length 


60 


% identity 


88 


NCBI Description 


(D88414) actin [Gossypium : 


Seq. No. 


398099 


Seq. ID 


LIB3431-010-P1-N1-C11 


Method 


BLASTN 


NCBI GI 


g6006355 


BLAST score 


307 


E value 


1.0e-172 


Match length 


331 


% identity 


98 


NCBI Description 


Oryza sativa genomic DNA, 


Seq. No. 


398100 


Seq. ID 


LIB3431-010-P1-N1-C12 


Method 


BLASTN 


NCBI GI 


g2072726 


BLAST score 


283 


E value 


1.0e-158 


Match length 


322 



50805 




% identity 97 

NCBI Description O.sativa mRNA for Fd-GOGAT, partial, clone 0sGog2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E" value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398101 

LIB3431-010-P1-N1-C2 

BLASTN 

g3885887 

359 

0.0e+00 

366 

100 

Oryza sativa high mobility group protein 
complete cds 



(HMG) mRNA, 



398102 

LIB3431-010-P1-N1-C4 

BLASTN 

g20181 

45 

3.0e-16 

92 
89 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

398103 *■ 

LIB3431-010-P1-N1-C7 

BLASTX 

gll5813 

210 

1.0e-16 

48 
83 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

398104 

LIB3431-010-P1-N1-D12 

BLASTN 

g218134 

349 

0.0e+00 

403 

97 

Rice mRNA for Histone H3 



Seq. No. 398105 

Seq. ID LIB3431-010-P1-N1-D2 

Method BLASTX 

NCBI GI g5923670 

BLAST score 179 

E value 4.0e-13 

Match length 72 

% identity 50 

NCBI Description (AC009326) unknown protein [Arabidopsis thaliana] 



50806 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398106 

LIB3431-010-P1-N1-D6 

BLASTN 

g20262 

337 

0.0e+00 

345 

99 

O.sativa light-induced mRNA 
398107 

LIB3431-010-P1-N1-D7 

BLASTX 

g289920 

225 

1.0e-18 

42 

100 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398108 

LIB3431-010-P1-N1-D8 

BLASTN 

g218207 

152 

5.0e-80 

168 

98 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 

398109 

LIB3431-010-P1-N1-E2 

BLASTX 

gl20661 

154 

3.0e-10 

29 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

398110 

LIB3431-010-P1-N1-E4 

BLASTX 

g231610 

346 

6.0e-33 

87 
77 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi 19785_emb_CAA45152_ (X63606) ATP synthase 



50807 



(gamma subunit) [Nicotiana tabacum] 

Seq. No. 398111 

Seq. ID LIB3431-010-P1-N1-E5 

Method BLASTN 

NCBI GI gll957 

BLAST score 133 

E value 1.0e-68 

Match length 169 

% identity 47 

NCBI Description Rice complete chloroplast genome 

Seq. No. 398112 

Seq. ID LIB3431-010-P1-N1-E9 

Method BLASTN 

NCBI GI g20181 

BLAST score 160 

E value 1.0e-84 

Match length 179 

% identity 98 

NCBI Description Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

Seq. No. 398113 

Seq. ID LIB3431-010-P1-N1-F1 

Method BLASTN 

NCBI GI g218207 

BLAST score 217 

E value 1.0e-119 

Match length 221 

% identity 100 

NCBI Description Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 

Seq. No. 398114 

Seq. ID LIB3431-010-P1-N1-F11 

Method BLASTN 

NCBI GI g6016845 

BLAST score 204 

E value l.Oe-111 

Match length 240 

% identity 96 

NCBI Description Oryza sativa genomic DNA, chromosome 1, clone.: P0711E10 

Seq. No. 398115 

Seq. ID LIB3431-010-P1-N1-F12 

Method BLASTX 

NCBI GI g266893 

BLAST score 637 

E value 8.0e-67 

Match length 123 

% identity 98 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_322416_pir S28172 ribulose-bisphosphate carboxylase 

activase - cucumber >gi_18284_emb_CAA47906_ (X67674) 



50808 



rufoisco activase [Cucumis sativus] 



Seq. No. 


398116 


Seq. ID 


LIB3431-010-P1-N1-F3 


Method 


BLASTN 


NCBI GI 


g288058 


BLAST score 


53 


E value 


6.0e-21 


Match length 


73 


% identity 


93 


NCBI Description 


Z.mays S13 mRNA for cytoplasmic ribosomal ] 


Seq. No. 


398117 


Seq. ID 


LIB3431-010-P1-N1-G1 


Method 


BLASTN 


NCBI GI 


g2661765 


BLAST score 


50 


E value 


4.0e-19 


Match length 


82 


% identity 


90 & 


NCBI Description 


Zea mays mRNA for putative porphobilinogen 


Seq. No. 


398118 


Seq. ID 


LIB3431-010-P1-N1-G11 


Method 


BLASTN 


NCBI GI 


g218154 


BLAST score 


80 


E value 


6.0e-37 


Match length 


145 


% identity 


100 


NCBI Description 


Oryza sativa gene for cytoplasmic aldolase 




clone :A1 dp 


Seq. No. 


398119 


Seq. ID 


LIB3431-010-P1-N1-G12 


Method 


BLASTN 


NCBI GI 


g2662340 


BLAST score 


269 


E value 


1.0e-150 


Match length 


316 


% identity 


96 


NCBI Description 


Oryza sativa mRNA for EF-1 alpha, complete 


Seq. No. 


398120 


Seq. ID 


LIB3431-010-P1-N1-G2 


Method 


BLASTX 


NCBI GI 


gl25606 


BLAST score 


250 


E value 


2.0e-21 


Match length 


59 


% identity 


86 


NCBI Description 


PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_100 




pyruvate kinase (EC 2.7.1.40) - potato 




>gi_22576_emb_CAA37727_ (X53688) pyruvate 




tuberosum] 


Seq. No. 


398121 



complete cds, 



50809 





Seq. ID 


LIB3431-010-P1-N1-G5 




Method 


BLASTX 




NCBI GI 


g548603 




BLAST score 


225 




E value 


2.0e-18 




Match length 


56 




% identity 


80 




NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 






(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 






>gi 478404 pir JQ2247 photosystem I chain D precursor - 






barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare; 




Seq. No. 


398122 




Seq. ID 


LIB3431-010-P1-N1-G7 




Method 


BLASTX 




NCBI GI 


gl835731 




BLAST score 


297 




E value 


5.0e-27 




Match length 


67 


y3 


% identity 


85 


if- 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 


ssst 


Seq. No. 


398123 




Seq. ID 


LIB3431-010-P1-N1-G8 


Li 


Method 


BLASTX 




NCBI GI 


gl32096 




BLAST score 


154 




E value 


3.0e-10 




Match length 


29 




% identity 


100 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN A PRECURSOR 



(RUBISCO SMALL SUBUNIT A) >gi_68095_pir RKRZS6 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor (clone pOSSS2106) - rice >gi_218210_dbj_BAA00539_ 
(D00644) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] 



Seq. No. 


398124 


Seq. ID 


LIB3431-010-P1-N1-G9 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


300 


E value 


2.0e-27 


Match length 


57 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll a/b ] 


Seq. No. 


398125 


Seq. ID 


LIB3431-010-P1-N1-H1 


Method 


BLASTX 


NCBI GI 


g606817 


BLAST score 


154 


E value 


4.0e-10 


Match length 


28 


% identity 


100 


NCBI Description 


(U08404) carbonic anhydrase 



[Oryza sativa] 



>gi_5 9 1 7 7 8 3_gb_AAD5 60 3 8 . 1 



[Oryza 
AF182806 



sativa] 

1 (AF182806) 



carbonic 



50810 



Seq* No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length, 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



anhydrase 3 [Oryza sativa] 
398126 

LIB3431-010-P1-N1-H2 

BLASTN 

gl9086 

44 

2.0e-15 

48 

98 

Hordeum vulgare pot. psaE mRNA 
398127 

LIB3431-010-P1-N1-H4 

BLASTX 

q548605 

239 

1.0e-28 

80 

89 

PHOTOS YSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055__pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

398128 

LIB3431-010-P1-N1-H6 

BLASTN 

gll36121 

321 

0.0e+00 

324 

100 

0. sativa mRNA for alpha-tubulin (clone OSTA-136) 
398129 

LIB3431-010-P1-N1-H7 

BLASTN 

g2737972 

38 

6.0e-12 

74 

88 

Zea mays protein kinase ZmMEKl mRNA f complete cds 
398130 

LIB3431-011-P1-K1-A10 

BLASTX 

gl742187 

170 

6.0e-12 

121 

35 

(D90771) ORF_ID:o260#14; similar to [SwissProt Accession 
Number P11666] [Escherichia coli] >gi_1742198_dbj_BAA14933_ 
(D90772) ORF ID:o260#14; similar to [SwissProt Accession 



50811 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Number P11666] [Escherichia coli] >gi_1787591 (AE000231) 
orf, hypothetical protein [Escherichia coli] 

398131 

LIB3431-011-P1-K1-A3 
BLASTX 
gl29233 
461 

4.0e-46 
120 
79 

ORYZAIN GAMMA CHAIN PRECURSOR >gi_67 64 6 _pir_ 
(EC 3.4.22.-) gamma precursor - rice 
>gi_218185_dbj_BAA14404_ (D90408) oryzain gamma precursor 
[Oryza sativa] 



KHRZOG oryzain 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398132 

LIB3431-011-P1-K1-A4 

BLASTX 

g416869 

320 

1.0e-29 

113 
58 

CYSTEINE SYNTHASE, CHLOROPLAST PRECURSOR (O-ACETYLSERINE 
SULFHYDRYLASE) (O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 
>gi_303902_dbj_BAA03542_ (D14722) cysteine synthase 
[Spinacia oleracea] 

398133 

LIB3431-011-P1-K1-A5 

BLASTX 

g3582333 

209 

1.0e-16 

88 
44 

(AC005496) hypothetical protein [Arabidopsis thaliana] 
398134 

LIB3431-011-P1-K1-A9 

BLASTX 

g2708331 

376 

3.0e-36 

119 

61 

(AF038557) ligand gated channel-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398135 

LIB3431-011-P1-K1-B1 

BLASTX 

g4755193 

445 

3.0e-44 
101 



50812 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

(AC007018) 
thaliana] 



putative ribosomal protein S17 [Arabidopsis 



398136 

LIB3431-011-P1-K1-B12 

BLASTX 

gl31225 

301 

3.0e-27 

93 

61 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 





Seq. No. 


398137 




Seq. ID 


LIB3431-011-P1-K1-B2 


•S 


Method 


BLASTX 




NCBI GI 


gl621477 




BLAST score 


378 


IM 


E value 


2.0e-36 


i 


Match length 


81 






85 


12 


NCBI Description 


(D85868) reverse transcriptase 


fa? "- 


Seq. No. 


398138 


si 


Seq. ID 


LIB3431-011-P1-K1-B4 




Method 


BLASTX 


P 


NCBI GI 


g5880709 




BLAST score 


205 




E value 


3.0e-16 




Match length 


43 




% identity 


100 




NCBI Description 


(AF137379) CFO subunit III of A^ 






olivacea] 




Seq. No. 


398139 




Seq. ID 


LIB3431-011-P1-K1-B5 




Method 


BLASTX 




NCBI GI 


g3850566 




BLAST score 


263 




E value 


7.0e-23 




Match length 


134 




% identity 


43 




NCBI Description 


(AC005278) F15K9.3 [Arabidopsis 




Seq. No. 


398140 




Seq. ID 


LIB3431-011-P1-K1-B6 




Method 


BLASTN 




NCBI GI 


g218207 




BLAST score 


294 




E value 


1.0e-164 




Match length 


298 




% identity 


100 




NCBI Description 


Oryza sativa mRNA for the small 



[Oryza sativa] 



[Nephroselmis 



subunit of 



50813 



ribulose-l,5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 

Seq. No. 398141 

Seq. ID LIB3431-011-P1-K1-B9 

Method BLASTX 

NCBI GI g5734779 

BLAST score 156 

E value 8.0e-ll 

Match length 48 

% identity 58 

NCBI Description (AC007980) 78688 [Arabidopsis thaliana] 

Seq. No. 398142 

Seq. ID LIB3431-011-P1-K1-C1 

Method BLASTX 

NCBI GI gl843440 

BLAST score 231 

E value 5.0e-19 

Match length 125 

% identity 41 

NCBI Description (Z70521) unknown [Cucumis melo] 

Seq. No. 398143 

Seq. ID LIB3431-011-P1-K1-C10 

Method BLASTX 

NCBI GI g3868756 

BLAST score 469 

E value 3.0e-47 

Match length 94 

% identity 96 

NCBI Description (D86611) catalase [Oryza sativa] 

Seq. No. 398144 

Seq. ID LIB3431-011-P1-K1-C5 

Method BLASTX 

NCBI GI g320618 

BLAST score 485 

E value 5.0e-49 

Match length 101 

% identity 91 

NCBI Description chlorophyll a/b-binding protein I precursor - rice 

>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

398145 

LIB3431-011-P1-K1-C6 
BLASTX 
gl32105 
418 

1.0e-58 

131 
82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi__68094_pir RKRZS9 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50814 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 150 8 25 6A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398146 

LIB3431-011-P1-K1-C7 

BLASTX 

gl33999 

493 

7.0e-50 

100 

100 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S7 >gi_70904_pir R3RZ7 

ribosomal protein S7 - rice chloroplast 
>gi_12037_emb_CAA33942_ (X15901) ribosomal protein S7 
[Oryza sativa] >gi_12065_emb__CAA33919_ (X15901) ribosomal 

protein S7 [Oryza sativa] >gi__226657_prf 1603356CH 

ribosomal protein S7 [Oryza sativa] 



Seq. No. 


398147 


Spa ID 


LIB3431-011-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2625084 


BLAST score 


550 


E value 


1.0e-56 


Match length 


129 


% identity 


85 


NCBI Description 


(AF030382) ADP-glucose pyrophosphory! 




[Cucumis melo var. markuwa Markino] 


Seq. No. 


398148 


Seq. ID 


LIB3431-011-P1-K1-C9 


Method 


BLASTN 


NCBI GI 


g4574134 


BLAST score 


123 


E value 


6.0e-63 


Match length 


146 


% identity 


97 


NCBI Description 


Oryza sativa cysteine synthase (rcsl 


Seq. No. 


398149 


Seq. ID 


LIB3431-011-P1-K1-D1 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


1.0e-10 


Match length 


49 


% identity 


65 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


398150 


Seq. ID 


LIB3431-011-P1-K1-D11 


Method 


BLASTX 



mRNA, complete cds 



50815 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2570505 
242 

4.0e-27 

87 

83 

(AF022735) proteasome component [Oryza sativa] 



398151 

LIB3431-011-P1-K1-D3 

BLASTN 

g3885891 

110 

5.0e-55 

181 

97 

Oryza sativa photosystem-1 
mRNA f complete cds 



F subunit precursor (PSI-F) 



398152 

LIB3431-011-P1-K1-D5 

BLASTX 

g5902394 

440 

1.0e-43 

114 

76 

(AC008148) Putative phosphoglucomutase [Arabidopsis 
thaliana] 



Seq. No. 


398153 


Seq. ID 


LIB3431-011-P1-K1-D7 


Method 


BLASTN 


NCBI GI 


g3810868 


BLAST score 


35 


E value 


8.0e-ll 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens ST15 rnRNA, 


Seq. No. 


398154 


Seq. ID 


LIB3431-011-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2407281 


BLAST score 


543 


E value 


8.0e-56 


Match length 


105 


% identity 


95 


NCBI Description 


(AF017363) ribulose 1, 




subunit [Oryza sativa] 


Seq. No. 


398155 


Seq. ID 


LIB3431-011-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g4929595 


BLAST score 


239 


E value 


4.0e-20 


Match length 


102 



50816 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



46 

(AF151821) CGI-63 protein [Homo sapiens] 
398156 

LIB3431-011-P1-K1-E10 

BLASTX 

g2072555 

181 

1.0e-13 

38 

92 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb__AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398157 

LIB3431-011-P1-K1-E11 

BLASTX 

g4056427 

289 

6.0e-26 

105 

53 

(AC005322) Contains similarity to gb_AJ006354 zinc finger 
protein (ZAC) from Homo sapiens. [Arabidopsis thaliana] 

398158 

LIB3431-011-P1-K1-E12 

BLASTX 

gl!5802 

149 

2.0e-ll 
38 

100 , 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE I 

CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 

a/b-binding protein (cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 

398159 

LIB3431-011-P1-K1-E2 

BLASTN 

g4959460 

35 

1.0e-10 

35 

100 

Zea mays RACB small GTP binding protein mRNA, complete cds 
398160 

LIB3431-011-P1-K1-E3 

BLASTN 

g20262 

233 

1.0e-128 
273 



50817 



% identity 96 

NCBI Description 0. sativa light-induced mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398161 

LIB3431-011-P1-K1-E4 

BLASTX 

g3047109 

206 

3.0e-16 

90 
49 

(AF058919) No definition line found [Arabidopsis thaliana] 
398162 

LIB3431-011-P1-K1-E6 

BLASTX 

g3941480 

288 

1.0e-25 

129 

49 

(AF062894) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 


398163 


Seq. ID 


LIB3431-011-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g5679336 


BLAST score 


253 


E value 


9.0e-22 


Match length 


94 


% identity 


49 


NCBI Description 


(AF171223) putative zinc 


Seq. No. 


398164 


Seq. ID 


LIB3431-011-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


4.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothione: 


>gi_6 10344 l_gb_AAF0 3 603.: 




protein [Oryza sativa] 


Seq. No. 


398165 


Seq. ID 


LIB3431-011-P1-K1-F4 


Method 


BLASTN 


NCBI GI 


g3377792 


BLAST score 


67 


E value 


7.0e-30 


Match length 


83 



(AF14778 6) metallothionein-like 



% identity 

NCBI Description 



95 

Oryza sativa ribulose-1, 5-bisphosphate 

carboxylase/oxygenase activase (rca) mRNA, complete cds 



50818 



ft 

Seq. No. 398166 

Seq. ID LIB3431-011-P1-K1-F5 

Method BLASTX 

NCBI GI gll5796 

BLAST score 517 

E value 1.0e-52 

Match length 119 

% identity 83 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCII TYPE I 
CAB) (LHCP) >gi_218174_dbj_BAA00537_ (D00642) type II 
light-harvesting chlorophyll a/b-binding protein [Oryza 
sativa] 

398167 

LIB3431-011-P1-K1-F8 
BLASTN 
g218171 
43 

2.0e-15 

43 
100 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 

398168 

LIB3431-011-P1-K1-F9 
BLASTX 
g70642 
662 

1.0e-69 
136 
22 

ubiquitin precursor - Arabidopsis thaliana 

>gi__17678_emb_CAA31331_ (X12853) polyubiquitin (AA 1 - 382) 
[Arabidopsis thaliana] >gi_987519 (U33014) polyubiquitin 

[Arabidopsis thaliana] >gi_2264 99_prf 1515347A 

poly-ubiquitin [Arabidopsis thaliana] 



Seq* No. 


398169 




Seq. ID 


LIB3431-011-P1-K1- 


-Gil 


Method 


BLASTN 




NCBI GI 


g6015437 




BLAST score 


36 




E value 


1.0e-10 




Match length 


36 




% identity 


100 




NCBI Description 


Homo sapiens PEX1 


mRNA ( 


Seq. No. 


398170 




Seq. ID 


LIB3431-011-P1-K1- 


-G12 


Method 


BLASTX 




NCBI GI 


g3789952 




BLAST score 


516 




E value 


1.0e-52 




Match length 


103 




% identity 


98 






Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50819 



0 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



398171 

LIB3431-011-P1-K1-G2 

BLASTN 

gl67086 

43 

3.0e-15 

74 
90 

Hordeum vulgare photosystem I protein 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



(PSI-L) mRNA, 



398172 

LIB3431-011-P1-K1-G4 

BLASTX 

g548605 

570 

8.0e-59 

124 
91 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

398173 

LIB3431-011-P1-K1-G5 

BLASTX 

g2499497 

334 

5.0e-33 

84 

95 

PHOSPHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 
>gi_1161600_emb_CAA88841_ (Z48977) phosphoglycerate kinase 
[Nicotiana tabacum] 

398174 

LIB3431-011-P1-K1-G7 

BLASTX 

g2407281 

513 

3.0e-52 

109 

90 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

398175 

LIB3431-011-P1-K1-G9 

BLASTX 

g544437 

323 

6.0e-30 



50820 



Match length 

% identity 

NCBI Description 



70 
87 

GLUTATHIONE PEROXIDASE HOMOLOG (SALT-ASSOCIATED PROTEIN) 
>gi 296358__emb_CAA47018_ (X66377) CIT-SAP [Citrus sinensis] 



O C ^ * l* <J . 


398176 


q prr Tf) 


LIB3431-011- 


rue uiivjvJ. 


BLASTX 


NCBI GI 


g3386621 




412 


Hi V d-L LLC 


2 . Oe-40 


Mpj"hr*h Ipncrth 


97 




84 


NCBI Description 


(AC004665) 


Seq. No. 


398177 


Seq. ID 


LIB3431-011 


Method 


BLASTX 


NCBI GI 


g2754849 


BLAST score 


578 


E value 


9.0e-60 


Match length 


139 


% identity 


77 


NCBI , Description 


(AF039000) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Fritillaria agrestis] 
398178 

LIB3431-011-P1-K1-H11 

BLASTX 

g3478700 

461 

5.0e-46 

144 

61 

(AF034387) AFT protein [Arabidopsis thaliana] 



398179 

LIB3431-011-P1-K1-H12 

BLASTN 

g3273244 

58 

5.0e-24 

74 

95 

Oryza sativa DNA for 
398180 

LIB3431-011-P1-K1-H2 

BLASTX 

g4079798 

224 

1.0e-18 

83 
58 

(AF052203) 
sativa] 



NLS receptor, complete cds 



23 kDa polypeptide of photosystem II [Oryza 



50821 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



398181 

LIB3431-011-P1-K1-H4 

BLASTX 

g4886307 

704 

1.0e-74 

135 
97 

(AJ242588) l-deoxy-d-xylulose-5-phosphate reductoisomerase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398182 

LIB3431-011-P1-K1-H5 

BLASTX 

g3345477 

314 

6.0e-29 

111 

58 

(AB016283) carbonic anhydrase [Oryza sativa] 



Seq.^ No. 

Seq/ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398183 

LIB3431-011-P1-K1-H7 

BLASTX 

g733458 

484 

9.0e-49 

109 

84 

(U23190) chlorophyll a/b-binding apoprotein CP24 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398184 

LIB3431-011-P1-K1-H9 
BLASTX 
g320618 
386 

1.0e-40 
116 
78 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611j?rf 17 0731 6A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light -harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398185 

LIB3431-011-P1-N1-A1 

BLASTX 

g542157 

528 

5.0e-54 

124 

85 

ribosomal 5S RNA-binding protein 



Rice 



Seq. No. 



398186 



50822 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-011-P1-N1-A2 

BLASTX 

g21839 

209 

2.0e-16 

47 
89 

(X57952) phosphoribulokinase [Triticum aestivum] 
398187 

LIB3431-011-P1-N1-A3 

BLASTX 

gl29233 

268 

2.0e-23 

47 

98 

ORYZAIN GAMMA CHAIN PRECURSOR >gi_67 64 6_pir KHRZOG oryzain 

(EC 3.4.22.-) gamma precursor - rice 

>gi_218185_dbj_BAA14404_ (D90408) oryzain gamma precursor 
[Oryza sativa] 

398188 

LIB3431-011-P1-N1-A8 

BLASTX 

g2384669 

163 

3.0e-ll 

58 

53 

(AF012656) putative potassium transporter AtKTlp 
[Arabidopsis thaliana] 



Seq. No. 


398189 


Seq. ID 


LIB3431-011-P1- 


Method 


BLASTX 


NCBI ; GI 


g3873807 


BLAST score 


183 


E value 


2.0e-13 


Match length 


137 


% identity 


35 


NCBI Description 


(Z49907) B0491 


Seq. No. 


398190 


Seq. ID 


LIB3431-011-P1- 


Method 


BLASTX 


NCBI GI 


gl31225 


BLAST score 


178 


E value 


7.0e-15 


Match length 


58 


% identity 


63 


NCBI Description 


PHOTOSYSTEM I ! 




V) (PSI-L) >gi 



, 1 [Caenorhabditis elegans] 



-B12 



REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 



398191 



50823 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-011-P1-N1-B2 

BLASTX 

g3377848 

198 

3.0e-15 
95 
38 

(AF076274) 
(Pfam: rvt 



contains similarity to reverse transcriptases 
hmm, score: 12.22) [Arabidopsis thaliana] 



398192 

LIB3431-011-P1-N1-B3 

BLASTX 

g6093830 

211 

1.0e-16 

94 

34 

PHOTOSYSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L-AME) 
[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_3337435 (AF060198) PsbY precursors- 
putative photosytem II peptide [Spinacia oleracea] 

398193 

LIB3431-011-P1-N1-B4 

BLASTN 

gll957 

341 

0.0e+00 

362 

98 

Rice complete chloroplast genome 
398194 

LIB3431-011-P1-N1-B5 

BLASTX 

g3924605 

251 

2.0e-21 

59 

71 

(AF069442) putative inhibitor of apoptosis [Arabidopsis 
thaliana] 

398195 

LIB3431-011-P1-N1-B6 

BLASTN 

g218207 

298 

1.0e-167 

298 

100 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 



Seq. No. 



398196 



50824 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-011-P1-N1-B9 

BLASTX 

g421855 

151 

1.0e-09 

79 

44 

alanine — tRNA ligase 
(fragment) 



(EC 6.1.1.7) - Arabidopsis thaliana 



0©q • IN (J * 


398197 


JC^i -L U 


LIB3431-011-P1-N1-C10 






NCBI GI 


g3929924 


BLAST score 


163 


E value 




Match length 


o o 


% identify 




jNCbi uescripnon 


/aRn^nROCM raf^l a^p rOrvza satival 


C 1 « >T "N'T X-V 

oeq. no. 


■3Q01 QQ 


beg. id 


T.TR*^4^1 -011-P1-N1-C3 


Method 


DT AQTY 


NCBI GI 


giou^uoz 


BLAST score 


Z / U 


E value 


1.0e-23 


Match length 


52 


% identity 


100 


NCBI Description 


(D87042) Calcium-dependent protein kinase 


Seq. No. 


398199 


Seq. ID 


LIB3431-011-P1-N1-C5 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


217 


E value 


1.0e-17 


Match length 


42 


% identity 


98 


NCBI Description 


(L07119) chlorophyll A/B binding protein 




hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398200 

LIB3431-011-P1-N1-C6 

BLASTX 

gl32105 

289 

8.0e-26 

73 
78 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 
sativa] >gi 226375_prf 1508256A ribulose bisphosphate 



50825 



carboxylase S [Oryza sativa] 





J Z/\J \J -L 


Seq. ID 


LIB3431-011-P1-N1-C8 


Method 


BLASTX 


MfDT (IT 


a633678 


DT 7\Qfp omro 
DXiriO 1 oUUic 


145 


TP tt o 1 n ^ 
Ej VdlUc 


5 . 0e-09 




32 


75 xcj.t3iiL.xt_y 


91 




(X83500) ADP-glucose pyrophosphorylase [Spinacia oleracea] 


oeq • LNO • 




Seq. ID 


LIB3431-011-P1-N1-C9 


Method 


BLASTN 


vrpDT (IT 


a4574134 


DT 7\ C T 1 Gr*r\Y*Q 


147 


Hi ValUc 


3 . Oe-77 


lid LUil _l d iy Ull 


147 


^ luenuiLy 


1 00 




Oryza sativa cysteine synthase (rcsl) mRNA, complete cds 




398203 


Seq. ID 


LIB3431-011-P1-N1-D11 


Method 


BLASTX 


INL/OX vjX 




tJiiAbi score 


X 


E value 


o . ue jo 


jyiau.cn lengtii 


O X 


% identity 


QR 


jnudx uescriptiuii 


/" &Trp)997 "^R 1 riTni-^p c;r>TTnfa rrymr) orient fOrvza sativa! 


beq. jno . 




Seq. ID 


LIB3431-011-P1-N1-D3 


Method 


BLASTX 


MpDT (IT 




dIjAoi score 


496 


jij vaxue 


D. Uc *i Z< 


L v ia t Lii xtJiiy L-ii 


83 


% xQeiiL-xty 




INwDX UcbCXipLlUU 


(RFOcnfi^^ nhot osvstem-1 F subunit precursor [Oryza sativa 




398205 
»^ ^ u t— \j *j 


Seq. ID 


T TR^4^1 -01 1 -P1 -Ml — D7 

LlDOIOl UXX JTX LNX U/ 


Method 


P.T flQTY 
DXifiO 1 A 


NCBI GI 


g6016427 


BLAST score 


292 


Hi vaxue 




Match length 


JO 


% identity 


84 


NCBI Description 


CASEIN KINASE II BETA- 3 CHAIN (CK II) >gi_34 93611 


(AF068318) regulatory subunit of protein kinase CK2; CK2 




beta-subunit [Arabidopsis thaliana] 


Seq. No. 


398206 


Seq. ID 


LIB3431-011-P1-N1-D9 


Method 


BLASTN 



50826 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g218209 
149 

4.0e-78 

299 

97 

Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, 
pOSSS2106 



clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398207 

LIB3431-011-P1-N1-E12 

BLASTX 

gll5802 

217 

1.0e-17 

40 
100 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE I 

CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 

a/b-binding protein (cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 

398208 

LIB3431-011-P1-N1-E3 

BLASTX 

g417260 

326 

3.0e-30 

81 

77 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

398209 

LIB3431-011-P1-N1-E5 

BLASTX 

g517500 

234 

1.0e-19 

79 
62 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398210 

LIB3431-011-P1-N1-E9 

BLASTX 

g3212877 

180 

3.0e-13 

40 

85 

(AC004005) Lea-like protein [Arabidopsis thaliana] 



50827 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



398211 

LIB3431-011-P1-N1-F11 

BLASTX 

g4115931 

225 

2.0e-18 

57 
75 

(AF118223) contains similarity to Guillardia theta ABC 
transporter (GB:AF041468) [Arabidopsis thaliana] 

398212 

LIB3431-011-P1-N1-F12 

BLASTX 

g2072555 

205 

5.0e-16 

44 
91 

(AF001396) ittetallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398213 

LIB3431-011-P1-N1-F3 

BLASTX 

gl31192 

205 

3.0e-16 

45 

84 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 

(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi_100606__pir S20937 

photosystem I chain V precursor - barley 

>gi_19091_emb_CAA42727_ (X60158) photosystem I polypeptide 
PSI-G precursor [Hordeum vulgare] 

398214 

LIB3431-011-P1-N1-F4 

BLASTX 

gl'32166 

160 

6.0e-ll 

31 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 
>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 - 
473) [Arabidopsis thaliana] 

398215 

LIB3431-011-P1-N1-F5 

BLASTX 

g!15802 

143 



50828 



E value 
Match length 
% identity 
NCBI Description 



HI 



3.0e-09 

30 
87 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE 

CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 

a/b-binding protein (cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 



Seer No 


398216 




LIB3431-011-P1-N1-F8 


Mot" Vl r^iH 


RT.ASTX 


NCBI GI 


g3036949 


RT.A^T Qforp 

DLlflU 1 OOWi-tS 


264 


E value 


4.0e-23 


Match length 


50 


^ lUcii L J. 


100 


IHOD _L UCOOlipLlUll 


(AB012 638} liaht harvestina cY 




r "NT -? nr\j-i ana 9vl vp^f ri <?1 

[LNJ-L-UI — L a. 1 1 CL Oj/XVC70t-a.J.OJ 


OSq * LNO • 


*3Qft91 7 


oeq. lu 


T TR^d^l -f! 1 1 -Pi -Nl -F9 










RT.AST qpnrp 


243 


E value 


1.0e-20 


Match length 


48 


% identity 


100 


NCBI Description 


ubiquitin / ribosomal protein 


Seq. No. 


398218 


Seq. ID 


LIB3431-011-P1-N1-G1 


Method 


BLASTX 


NCBI GI 


gl31176 


BLAST score 


304 


E value 


1.0e-27 


Match length 


59 


% identity 


98 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE 



potato (fragment) 



(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi__22 6163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398219 

LIB3431-011-P1-N1-G12 

BLASTN 

g3789951 

191 

1.0e-103 

414 

99 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



50829 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398220 

LIB3431-011-P1-N1-G2 

BLASTX 

g6006283 - 

151 

8.0e-10 
41 
73 

(AB015861) 
thaliana] 



photosystem I subunit PSI-L [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398221 

LIB3431-011-P1-N1-G4 

BLASTX 

g548605 

402 

9.0e-40 

105 

87 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgar e] 

398222 

LIB3431-011-P1-N1-G5 

BLASTX 

g3738261 

416 

9.0e-41 
91 

92 - 
(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398223 

LIB3431-011-P1-N1-G9 

BLASTX 

g485512 

326 

3.0e-30 

70 

87 

salt-associated protein csaA 



sweet orange 



398224 

LIB3431-011-P1-N1-H10 

BLASTX 

g2754849 

186 

7.0e-14 

43 

84 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



50830 



0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398225 

LIB3431-011-P1-N1-H11 

BLASTN 

g531030 

60 

5.0e-25 

116 

88 

Pennisetum ciliare apomixis-associated mRNA 
>gi_531483_emb_Z3654 6_PCAPOSPA3 P. ciliare (Higgins) 
apospory associated mRNA, 876bp 

>gi_549985_gb_U13149_PCU13149 Pennisetum ciliare possible 
apospory-associated mRNA clone pSUB 3-la, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398226 

LIB3431-011-P1-N1-H12 

BLASTN 

g3273244 

59 

1.0e-24 

95 
91 

Oryza sativa DNA for NLS receptor, complete cds 
398227 

LIB3431-011-P1-N1-H2 

BLASTX 

g4079798 

277 

1.0e-24 

52 

100 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

SLAST score 

E value 

Match length 

% identity 

NCBI Description 



398228 

LIB3431-011-P1-N1-H4 

BLASTX 

g4886307 

294 

2.0e-26 

67 

84 

(AJ242588) l-deoxy-d-xylulose-5-phosphate reductoisomerase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398229 

LIB3431-011-P1-N1-H7 

BLASTX 

g543939 

208 

2.0e-16 

43 
95 

CHLOROPHYLL A-B BINDING PROTEIN CP24 PRECURSOR 
>gi_541819_pir S40210 chlorophyll a/b-binding protein CP2< 



50831 



0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - spinach >gi_437991_emb_CAA81105 . 1_ (Z25886) 20 
kDa protein of CP24 precursor protein [Spinacia oleracea] 

398230 

LIB3431-011-P1-N1-H9 

BLASTX 

gl!5787 

449 

1.0e-44 

96 
87 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



beq. No. 


oy o£ ji 


oeq. ijj 


T TR^4^1 -HI —TCI -A1 D 

lilD04 JX Ul^ XT X I\.-L jfiJ. U 


Metnod 




NCBI GI 


g4 /o^uyi 


tsiiiio i score 


fi U / 


E value 


I . ue- 


Match length 




% identity 


/J 


NCBI Description 


(AF126742) bundle sheath defective protein 2 [Zea mays] 


Seq. No. 




Seq. ID 


LIBo4ol-UlZ-Pl-Kl-AXl 


Method 


BLASTX 


NLrsl bl 




BLAST score 


/I T7 


E value 


o . 0e-4o 


Match length 








NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa; 


Seq. No. 


398233 


Seq. ID 


LIB3431-012-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4512684 


BLAST score 


397 


E value 


2.0e-38 


Match length 


96 


% identity 


80 


NCBI Description 


(AC006931) unknown protein [Arabidopsis thaliana] 




>gi 4559324 gb_AAD22986 . 1_AC007087_5 (AC007087) unknown 




protein [Arabidopsis thaliana] 


Seq. No. 


398234 


Seq. ID 


LIB3431-012-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


510 


E value 


6.0e-52 


Match length 


102 


% identity 


94 



50832 



NCBI Description 


(AF061577) chlorophyll a/b binding protf 


Seq. No. 


398235 


Seq. ID 


LIB3431-012-P1-K1-B10 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


2-0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


398236 


Seq. ID 


LIB3431-012-P1-K1-B11 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


43 


E value 


4.0e-15 


Match length 


43 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


398237 


Seq. ID 


LIB3431-012-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


221 


E value 


6.0e-18 


Match length 


44 


% identity 


93 


NCBI Description 


(AF001396) metallothionein-like protein 



[Oryza sativa] 

>gi_6103441__gb__AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


398238 


Seq. ID 


LIB3431-012-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4836934 


BLAST score 


187 


E value 


7.0e-14 


Match length 


86 


% identity 


43 


NCBI Description 


(AC006085) Hypothetical protein 


Seq. No. 


398239 


Seq. ID 


LIB3431-012-P1-K1-B4 


Method 


BLASTN 


NCBI GI 


g218207 


BLAST score 


253 


E value 


1.0e-140 


Match length 


257 


% identity 


100 


NCBI Description 


Oryza sativa mRNA for the small 



Seq. No. 



ribulose-1, 5-bisphosphate carboxylase, 
pOSSS1139 

398240 



complete cds, clone 



50833 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-012-P1-K1-B5 

BLASTN 

g3789951 

62 

3.0e-26 

121 

88 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

398241 

LIB3431-012-P1-K1-B6 

BLASTX 

g3075488 

211 

3.0e-17 

59 

69 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
398242 

LIB3431-012-P1-K1-B8 

BLASTX 

g548603 

380 

1.0e-36 

120 

68 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398243 

LIB3431-012-P1-K1-B9 

BLASTX 

g!31225 

378 

1.0e-36 

85 

88 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398244 

LIB3431-012-P1-K1-C1 

BLASTX 

gl707018 

460 

7.0e-46 

104 

86 

(U78721) CutA isolog [Arabidopsis thaliana] 



50834 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398245 

LIB3431-012-P1-K1-C11 

BLASTX 

g2244867 

298 

6.0e-27 

137 

44 

(Z97337) hydroxynitrile lyase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398246 

LIB3431-012-P1-K1-C2 

BLASTX 

g2072555 

208 

3.0e-16 

62 
63 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398247 

LIB3431-012-P1-K1-C3 

BLASTX 

g4079798 

223 

2.0e-18 
46 
96 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398248 

LIB3431-012-P1-K1-C4 

BLASTX 

g2407281 

304 

1.0e-27 

87 

68 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398249 

LIB3431-012-P1-K1-C5 

BLASTX 

gl353352 

423 

2.0e-41 

116 

72 

(U31975) alanine aminotransferase 
reinhardtii] 



[ Ch 1 amy domo n a s 



Seq. No. 



398250 



50835 



Sea. ID 


LIB3431-012-P1-K1- 


Mpthod 

lib (•llVi/U 


BLASTN 


NCBI GI 


g!944204 


BLAST score 


451 


E value 


0.0e+00 


Match, lenoth 

X XU I— Vk>»XX -1— ' X Jp Wll 


466 




99 


NCBI Description 


Oryza sativa mRNA 




398251 


Seq. ID 


LIB3431-012-P1-K1- 


Method. 


BLASTX 


NCBI GI 


g4585142 


BLAST score 


388 


E value 


2.0e-37 


Match lenath 


101 


% identitv 


71 




(AF088276) NADPH < 




esculentum] 


Cp»rr Kin 


398252 


Sea* ID 


LIB3431-012-P1-K1 




BLASTX 


NCBI GI 


gl70131 


BLAST score 


176 


17, v3 1 HP 


1.0e-12 


Mstr*h 1 pnrrth 


48 


Sr t Honi* 1 +" \T 


62 


NCBI Description 


(M55322) ribosoma 


O C W • LN V • 


398253 


Sea ID 


LIB3431-012-P1-K1 


Method 


BLASTX 


NCBI GI 


g5091623 


BLAST score 


521 


E value 


5.0e-53 


Match length 


125 


% identity 


82 



oxidase; gp91; phox homolog [Lycopersicon 



[Spinacia oleracea] 



-Dl 



NCBI Description 



(AC007454) Similar to gb_U93048 somatic embryogenesis 
receptor-like kinase from Daucus carota, contains 4 
PF_00560 Leucine Rich Repeat domains and a PF_00069 
Eukaryotic protein kinase domain . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398254 

LIB3431-012-P1-K1-D10 

BLASTX 

g4510363 

511 

6.0e-52 

123 
80 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



398255 

LIB3431-012-P1-K1-D12 
BLASTX 



50836 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g6056373 
218 

1.0e-19 

102 
59 

(AC009894) elongation factor EF-2 [Arabidopsis thaliana] 
398256 

LIB3431-012-P1-K1-D2 

BLASTX 

g733454 

575 

2.0e-59 

133 

82 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



398257 

LIB3431-012-P1-K1-D4 

BLASTN 

g20239 

119 

4.0e-60 

135 

97 

O.sativa (rice) shoot-specific GOS5 gene for a putative 
chloroplast transit peptide 

398258 

LIB3431-012-P1-K1-D6 

BLASTX 

gl055130 

220 

8.0e-18 

131 • 
44 

(U39998) coded for by C. elegans cDNA yk92bll.3; coded for 
by C. elegans cDNA yk92bll.5; coded for by C. elegans cDNA 
yk78c2.5; coded for by C. elegans cDNA cm9a8; coded for by 
C. elegans cDNA yk66h8.3; coded for by C. elegans cDNA 
yk78c2.3 

398259 

LIB3431-012-P1-K1-D8 

BLASTX 

g3522929 

589 

5.0e-61 

126 

87 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

398260 

LIB3431-012-P1-K1-D9 



50837 



ft 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl!5787 

365 

4.0e-35 

94 
81 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi__20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

398261 

LIB3431-012-P1-K1-E10 

BLASTX 

gll5794 

787 

3.0e-84 

156 

93 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB-13) >gi_72748j?ir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398262 

LIB3431-012-P1-K1-E11 

BLASTX 

g4239891 

617 

3.0e-67 

151 

87 

(AB016804) NADP-malic enzyme 



[Aloe arborescens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398263 

LIB3431-012-P1-K1-E12 

BLASTX 

gll5787 

352 

2.0e-33 

90 

80 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi__20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398264 

LIB3431-012-P1-K1-E4 

BLASTX 

g4531444 

472 

3.0e-47 

148 



50838 



% identity 61 rt-.j-4.ui-i 

NCBI Description {AC006224) putative protein kinase [Arabidopsis thaliana j 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398265 

LIB3431-012-P1-K1-E6 

BLASTX 

g3075488 

634 

3.0e-66 
138 

(AF058796) chlorophyll a/b-binding protein [Oryza sativaj 
398266 

LIB3431-012-P1-K1-E8 

BLASTX 

gll72874 

251 

2.0e-21 

129 

42 

DEHY DRAT I ON- RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi 479589 pir S34823 dehydration-induced protein RD22 - 

Arabidopsil thaliana >gi_391608_dbj_BAA01546_ (D10703) rd22 

[Arabidopsis thaliana] >gi_447134 j?rf_1913421A rd22 gene 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398267 

LIB3431-012-P1-K1-E9 

BLASTX 

gl00903 

216 

2.0e-17 

94 

51 

nucleic acid-binding protein - maize >gi_168526 (M74566) 
nucleic acid-binding protein [Zea mays] 

398268 

LIB3431-012-P1-K1-F1 

BLASTX 

g3914557 

671 

1.0e-70 

134 
94 

RAS-RELATED PROTEIN RAB7 (POSSIBLE AP0SP0RY-ASS0CIATED 
PROTEIN) >gi_1155265 (U40219) possible apospory-associated 
protein [Pennisetum ciliare] 

398269 

LIB3431-012-P1-K1-F11 

BLASTX 

g733456 

672 

9.0e-71 
151 



50839 



% identity 

NCBI Description 



83 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 


398270 


JCv^i XL/ 


LIB3431-012-P1-K1-F12 




BLASTX 


MpDT (IT 


al835731 


RLAST score 


455 


TT value 
Hi value 


2 . Oe-45 


M^i~r , V* 1 (=*n fit* 


93 


% \ rif^nt* 1 1~ v 


95 


NCBI Descriotion 


(U86018) photosystem II 10 


Seq. No. 


398271 


Seq. ID 


LIB3431-012-P1-K1-F9 


IMC LliwU 


BLASTN 


MfRT (IT 


a3885891 




144 


Hi VCL±UC 


3. 0e-75 


Ti/f-a "h r~> Vi 1 onn+*Vi 


197 


^ laentiuy 


-/ o 


NCBI DescriDtion 


Oryza sativa phot osys tern- 1 




mRNA, complete cds 


Seq. No. 


398272 


Seq. ID 


LIB3431-012-P1-K1-G1 


Method 


BLASTN 


NCBI GI 


g3885891 


BLAST score 


105 


E value 


3.0e-52 


Match length 


125 



F subunit precursor (PSI-F) 



% identity 

NCBI Description 



96 

Oryza sativa photosystem-1 
mRNA/ complete cds 



F subunit precursor (PSI-F) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3 9827 3 

LIB3431-012-P1-K1-G10 

BLASTX 

g2754849 

278 

4.0e-25 

64 

84 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398274 

LIB3431-012 

BLASTX 

gl632822 

461 

3.0e-46 
92 
97 

(Y08962) 
(U77297) 



-P1-K1-G12 



transmembrane protein [Oryza sativa] >gi_1667594 
transmembrane protein [Oryza sativa] 



50840 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39827 5 

LIB3431-012-P1-K1-G2 

BLASTX 

gll5525 

162 

8.0e-19 

78 

67 

CALMODULIN >gi_71685_pir MCSP calmodulin - spinach 

398276 

LIB3431-012-P1-K1-G3 

BLASTX 

gl709846 

226 

2.0e-18 

133 

38 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_7 06853 (U04336) 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 



Seq. No. 398277 

Seq. ID LIB3431-012-P1-K1-G5 

Method BLASTX 

NCBI GI g2407281 

BLAST score 626 

E value 2.0e-65 

Match length 128 

% identity 91 

NCBI Description (AF017363) ribulose 1, 5-bisphosphate carboxylase sma 
subunit [Oryza sativa] 

Seq. No. 398278 *< 

Seq. ID LIB3431-012-P1-K1-G6 

Method BLASTX 

NCBI GI gl353352 

BLAST score 342 

E value 5.0e-32 

Match length 104 

% identity 63 

NCBI Description (U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 398279 

Seq. ID LIB3431-012-P1-K1-G7 

Method BLASTX 

NCBI GI g!22106 

BLAST score 389 

E value 1.0e-37 

Match length 7 9 

% identity 99 

NCBI Description HISTONE H4 >gi_70771_pir_HSZM4 histone H4 - maize 

>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi~2119028_pir S60475 histone H4 - garden pea 

>gi_217 95_emb_CAA24924_ (X00043) histone H4 [Triticum 



50841 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi 166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi 168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi 3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi~4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 
[Arlbidopsis thaliana] >gi_6009915_dbj_BAA85120 . 1_ 
(AB018245) histone H4-like protein [Solanum melongena] 
>gi 225838_prf 1314298A histone H4 [Arabidopsis thaliana] 

398280 

LIB3431-012-P1-K1-G9 

BLASTX 

g3075382~ 

212 

7.0e-17 

110 
50 

(AC002505) putative peroxisome assembly protein PER8 
[Arabidopsis thaliana] >gi_3075384 (AC004484) putative 
peroxisome assembly protein PER8 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398281 

LIB3431-012-P1-K1-H1 

BLASTX 

g3355477 

441 

1.0e-43 

105 

44 

(AC004218) putative P-glycoprotein, pgpl [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398282 

LIB3431-012-P1-K1-H10 

BLASTN 

g6015437 

36 

1.0e-ll 

36 

100 

Homo sapiens PEX1 mRNA, 



complete cds 



398283 

LIB3431-012-P1-K1-H2 

BLASTX 

g4102703 

468 

1.0e-52 

140 
79 

(AF015274) ribulose-5-phosphate-3-epimerase [Arabidopsis 
thaliana] 



50842 





398284 


Seq. ID 


LIB3431-012-P1-K1-H3 


Mphhod 


BLASTX 


NCBI GI 


g2653558 


BLAST score 


776 


iZi v a j_ u.d 


6. Oe-83 


Mat ph 1 tin rrt* H 


159 




91 


NPBT Descriotion 


(D5067 9) ferredoxin-; 








LIB3431-012-P1-K1-H5 






NCBI GI 


g2982453 


BLAST score 


295 


E value 


4.0e-27 


Match length 


63 


% identity 


94 


NCBI Description 


(AL022223) fructose- 



[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
398286 

LIB3431-012-P1-K1-H7 

BLASTX 

g!15787 

280 

3.0e-25 

77 

77 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb__CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 


398287 


Seq. ID 


LIB3431-012-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


429 


E value 


3.0e-42 


Match length 


128 


% identity 


68 


NCBI Description 


(AB016283) carbonic anhydrase 


Seq. No. 


398288 


Seq. ID 


LIB3431-012-P1-K1-H9 


Method 


BLASTN 


NCBI GI 


g4887617 


BLAST score 


131 


E value 


2.0e-67 


Match length 


142 


% identity 


98 


NCBI Description 


Oryza sativa HOS59 mRNA, part. 


Seq. No. 


398289 


Seq. ID 


LIB3431-013-P1-K1-A10 



50843 



Method BLASTX 

NCBI GI g2673914 

BLAST score 325 

E value 8.0e-42 

Match length 139 

% identity 62 

NCBI Description (AC002561) hypothetical protein [Arabidopsis thalxana] 

Seq. No. 398290 

Seq. ID LIB3431-013-P1-K1-A12 

Method BLASTX 

NCBI GI g2660669 

BLAST score 311 

E value 2.0e-28 

Match length 131 

% identity 47 

NCBI Description (AC002342) human Mi-2 autoantigen-like protein [Arabidopsis 
thalianal 




Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398291 

LIB3431-013-P1-K1-A4 

BLASTX - 

gl32105 

417 

5.0e-43 

130 

76 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_680 94_pir RKR2S9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375j?rf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. ,No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398292 

LIB3431-013-P1-K1-A5 

BLASTX 

g4206195 

213 

5.0e-17 

54 

67 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
>gi_4262169_gb_AADl4469_ (AC005275) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 398293 

Seq. ID LIB3431-013-P1-K1-A6 

Method BLASTN 

NCBI GI g6015437 

BLAST score 36 

E value l.Oe-lG 

Match length 36 

% identity 100 



50844 



NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No, 


398294 


Seq. ID 


LIB3431-013-P1-K1-A8 


Method 


BLASTN 


NCBI GI 


g4959460 


BLAST score 


35 


E value 


5.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Zea mays RACB small GTP binding protein mRNA, complete cds 


Seq. No. 


398295 


Seq. ID 


LIB3431-013-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2894534 


BLAST score 


537 


E value 


5.0e-55 


Match length 


116 


% identity 


91 


NCBI Description 


(AJ224327) aquaporin [Oryza sativa] 


Seq. No. 


398296 


Seq. ID 


LIB3431-013-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


^ gl835731 


BLAST score 


348 


E value 


4.0e-33 


Match length 


69 


% identitv 


99 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 


Seq. No. 


398297 


Seq. ID 


LIB3431-013-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g479406 


BLAST score 


649 


E value 


4.0e-68 


Match length 


126 


% identity 


94 


NCBI Description 


chlorophyll a/b-binding protein - garden pea 


>gi 20671 emb_CAA49149_ (X69215) chlorophyll a/b-binding 




protein [Pisum sativum] 


Seq* No. 


398298 


Seq. ID 


LIB3431-013-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


407 


E value 


9.0e-40 



Match length 89 
% identity 93 

NCBI Description chlorophyll a/b-binding protein I precursor - rice 

>gi_218172_dbj_BAA00536_ (D00641) type I light -harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



50845 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398299 

LIB3431-013-P1-K1-B12 

BLASTX 

gll69798 

336 

2.0e-31 

85 
79 

GLUC0SE-6-PH0SPHATE ISOMERASE, CYTOSOLIC B (GPI-B) 
(PHOSPHOGLUCOSE ISOMERASE B) (PGI-B) (PHOSPHOHEXOSE 
ISOMERASE B) (PHI-B) >gi_63968 6_dbj_BAA08149_ (D45218) 
phosphoglucose isomerase (Pgi-b) [Oryza sativa] 

398300 

LIB3431-013-P1-K1-B2 

BLASTX 

gl32105 

501 

1.0e-52 

134 

81 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1 , 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398301 

LIB3431-013-P1-K1-B3 

BLASTN 

g6002093 

52 

9.0e-21 

63 
97 

Zizaniff latifolia cloroplast rps4 gene for ribosomal 
protein S4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398302 

LIB3431-013-P1-K1-B4 

BLASTX 

g488573 

600 

2.0e-62 

122 

98 

(U09463) histone H3.2 



[Medicago sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



398303 

LIB3431-013-P1-K1-B7 

BLASTX 

g3757521 



50846 



BLAST score 


331 
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g4959460 


BLAST score 


35 
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LIB3431-013-P1-K1-C1 




BLASTX 


NCBI GI 


g2632254 


BLAST score 


198 
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NCBI GI 


gl70131 


BLAST score 


375 


E value 


O.Uc oo 
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BLAST score 
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NCBI Description 


Ziea mays iniaiiiine jjioibyiiT-iieL-LU exizyiiie ^ liiii ^.y iiLru.uri./ 




coiupieL.e cas 


beq. no. 


O i?<3JU 0 


Seq. ID 


LIB3431-013-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


645 


E value 


1.0e-67 


Match length 


127 



% identity 98 

NCBI Description (AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



50847 



0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398309 

LIB3431-013-P1-K1-C5 

BLASTX 

g!31225 

511 

6.0e-52 

111 

88 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398310 

LIB3431-013-P1-K1-C6 

BLASTX 

g461899 

184 

1.0e-13 

116 
40 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE, CHLOROPLAST PRECURSOR 
(PPIASE) (ROTAMASE) (CYCLOPHILIN) (CYCLOSPORIN A-BINDING 

PROTEIN) >gi_1076368_pir B53422 peptidylprolyl isomerase 

(EC 5,2.1.8) ROC4 - Arabidopsis thaliana >gi_405131 
(L14845) cyclophilin [Arabidopsis thaliana] >gi_1322278 
(U42724) cyclophilin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



398311 

LIB3431-013-P1-K1-C7 

BLASTX 

g3914466 

199 

2.0e-15 

36 
97 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_2981214 (AF052429) photosystem I complex PsaN 
subunit precursor [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398312 

LIB3431-013-P1-K1-C9 

BLASTX 

g4512653 

225 

2.0e-18 

51 

82 

(AC00704 8) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398313 

LIB3431-013-P1-K1-D10 

BLASTX 

g!21343 

729 

2.0e-77 



50848 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0 

138 
99 

GLUTAMINE SYNTHETASE SHOOT ISOZYME, CHLOROPLAST PRECURSOR 
( GLUTAMATE — AMMONIA LIGASE) (CLONE LAMBDA-GS31) 

>gi_68598__pir AJRZQD glutamate — ammonia ligase (EC 

6.3.1.2) delta precursor , chloroplast - rice 
>gi_20370_emb_CAA32462_ (X1424 6) precursor chloroplastic 
glutamine synthetase (AA -46 to 382) [Oryza sativa] 

398314 

LIB3431-013-P1-K1-D11 

BLASTX 

g3789952 

566 

1.0e-58 

127 

94 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 

398315 

LIB3431-013-P1-K1-D12 

BLASTX 

g3913240 

401 

5.0e-39 

94 

90 

MAGNESIUM-CHELATASE SUBUNIT CHLD PRECURSOR 
(MG-PROTOPORPHYRIN IX CHELATASE) (MG-CHELATASE SUBUNIT D) 
>gi_2239151_emb_CAA71128_ (Y10022) CHLD magnesium chelatase 
subunit [Nicotiana tabacum] 

398316 

LIB3431-013-P1-K1-D2 

BLASTX 

gl32105 

178 

2.0e-13 

55 

67 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398317 

LIB3431-013-P1-K1-D3 

BLASTX 

g82080 

383 

6.0e-37 



50849 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



107 
67 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

398318 

LIB3431-013-P1-K1-D5 

BLASTX 

g417260 

421 

2.0e-41 

128 

66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

398319 

LIB3431-013-P1-K1-D9 

BLASTX 

gl00615 

732 

8.0e-78 

143 

96 

ribulose-bisphosphate carboxylase activase A short form 

precursor - barley >gi_167091 (M55447) ribulose 

1, 5-bisphosphate carboxylase activase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398320 

LIB3431-013-P1-K1-E1 

BLASTX 

g671740 

558 

2.0e-57 

107 

96 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398321 

LIB3431-013-P1-K1-E10 

BLASTX 

g3126854 

705 

1.0e-74 

133 

99 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398322 

LIB3431-013-P1-K1-E11 

BLASTX 

gll5787 

699 

6.0e-74 



50850 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AA -28 to 235) 



#> 

134 
100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein 

[Oryza sativa] 

398323 

LIB3431-013-P1-K1-E12 
BLASTX 
g3345477 
362 

2.0e-34 

115 
63 

(AB016283) carbonic anhydrase [Oryza sativa] 



398324 

LIB3431-013-P1-K1-E2 

BLASTN 

g409579 

55 

4.0e-22 

144 

90 

Rice cbpl gene for serine carboxypeptidase I, complete cds 
398325 

LIB3431-013-P1-K1-E3 

BLASTX 

g283038 

357 

3.0e-34 

75 

91 

chlorophyll a/b-binding protein (cab-m7) precursor - maize 
>gi_22230_emb_CAA37474_ (X53398) light harvesting 
chlorophyll a /b binding protein [Zea mays] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398326 

LIB3431-013-P1-K1-E4 

BLASTX 

g3582333 

539 

7.0e-62 

142 

84 

(AC005496) hypothetical protein [Arabidopsis thaliana] 
398327 

LIB3431-013-P1-K1-E5 

BLASTX 

gl32105 

614 

6.0e-64 
132 



50851 



% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length , 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398328 

LIB3431-013-P1-K1-E7 

BLASTX 

gl777312 

259 

2.0e-22 

75 

65 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] - 

398329 

LIB3431-013-P1-K1-E9 

BLASTN 

g4680189 

169 

5.0e-90 

185 

98 

Oryza sativa subsp. indica putative dnaJ-like protein, 
putative myb-related protein, putative farnesyl 
pyrophosphate synthase, and hypothetical protein genes, 
complete cds 

398330 

LIB3431-013-P1-K1-F10 

BLASTN 

g2306980 

103 

6.0e-51 

163 
91 

Oryza sativa photosystem I antenna protein 
complete cds 



(Lhca) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398331 

LIB3431-013-P1-K1-F11 

BLASTX * 

g3914603 

684 

3.0e-72 

134 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 



50852 



activase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398332 

LIB3431-013-P1-K1-F2 

BLASTX 

g2290681 

178 

7.0e-25 

145 

46 

(AF000135) acidic cellulase 



[Citrus sinensis] 



398333 

LIB3431-013-P1-K1-F3 

BLASTX 

gl777312 

382 

8.0e-37 

108 

66 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 

398334 

LIB34 31-013-P1-K1-F7 

BLASTX 

gl729971 

327 

2.0e-30 

99 

69 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_1076745_pir S52004 gamma-Tip protein - 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398335 

LIB3431-013-P1-K1-F8 

BLASTX 

g4079798 

293 

2.0e-26 

104 

59 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 

398336 

LIB3431-013-P1-K1-G1 

BLASTX 

g2072555 

228 

1.0e-18 

44 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 



50853 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein [Oryza sativa] 
398337 

LIB3431-013-P1-K1-G3 

BLASTX 

g347451 

536 

7.0e-55 
117 
86 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



398338 

LIB3431-013-P1-K1-G4 

BLASTX 

gl32105 

665 

6.0e-70 

144 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


398339 


Seq. ID 


LIB3431-013-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


g20262 


BLAST score 


157 


E value 


44,0e-83 


Match length 


f87 


% identity 


96 


NCBI Description 


0. sativa light-induced mRNA 


Seq. No. 


398340 


Seq. ID 


LIB3431-013-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g729668 


BLAST score 


245 


E value 


6.0e-21 


Match length 


83 


% identity 


55 


NCBI Description 


HISTONE HI >gi 2147479 pir 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



_ S65Q59 histone HI, 

drought-inducible - Lycopersicon pennellii >gi_436823 
(U01890) Solanum pennellii histone HI [Solanum pennellii] 

398341 

LIB3431-013-P1-K1-G9 

BLASTX 

g4469021 



50854 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



245 

1.0e-20 

72 

69 

(AL035602) hypothetical protein [Arabidopsis thaliana] 
398342 

LIB3431-013-P1-K1-H1 

BLASTN 

g3041776 

60 

2.0e-25 

88 

92 

Oryza sativa mRNA for fructose-1, 6-bisphosphatase 
(plastidic isof orm) , complete cds 

398343 

LIB3431-013-P1-K1-H11 

BLASTX 

g3789954 

368 

4.0e-35 

110 

68 

(AF09477 6) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

398344 

LIB3431-013-P1-K1-H12 

BLASTX 

g4079798 

376 

5.0e-36 

125 

62 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398345 

LIB3431-013-P1-K1-H3 

BLASTN 

g2072554 

102 

2.0e-50 

118 

97 

Oryza sativa metallothionein-like protein mRNA, 
cds 



complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E . value 
Match length 



398346 

LIB3431-013-P1-K1-H5 

BLASTX 

g2586083 

206 

2.0e-17 
117 



50855 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST spore 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 

43 

(U72725) receptor kinase-like protein [Oryza 
longistaminata] 

398347 

LIB3431-013-P1-K1-H9 

BLASTX 

g2407281 

709 

4.0e-75 

133 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

398348 

LIB3431-014-P1-K1-A10 

BLASTX 

gl20657 

540 

2.0e-55 

135 

81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66024_pir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphor ylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_763035_emb_CAA33455_ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 

398349 

LIB3431-014-P1-K1-A4 

BLASTX 

gl31225 

220 

4.0e-18 

68 

69 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

398350 

LIB3431-014-P1-K1-A5 

BLASTX 

g2072555 

214 

3.0e-17 

44 

91 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 



398351 



50856 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-014-P1-K1-A6 

BLASTX 

g3913018 

321 

7.0e-30 

80 

84 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 
(ALDP) >gi_218155_dbj_BAA02730_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398352 

LIB3431-014-P1-K1-A7 

BLASTX 

g3551958 

267 

1.0e-25 

87 

71 

(AF082032) senescence-associated protein 12 
hybrid cultivar] 



398353 

LIB3431-014-P1-K1-A8 

BLASTX 

g3158476 

348 

6.0e-33 ^ 

93 

69 

(AF067185) aquaporin 2 



[Hemerocallis 



[Samanea saman] 



398354 

LIB3431-014-P1-K1-B10 

BLASTX 

gl32105 

505 

3.0e-51 

110 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39} small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398355 

LIB3431-014-P1-K1-B11 

BLASTX 

g4559339 

610 

1.0e-63 

138 



50857 



% identity 

NCBI Description 



O 

86 

(AC007087) putative ATP -dependent RNA helicase [Arabidopsi 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI, GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398356 

LIB3431-014-P1-K1-B12 

BLASTX 

g!001794 

161 

4.0e-ll 

41 

71 

(D64005) hypothetical protein [Synechocystis sp.] 
398357 

LIB3431-014-P1-K1-B2 

BLASTN 

g5478796 

57 

1.0e-23 

73 

96 

Oryza sativa CAO mRNA for chlorophyll b synthase, partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398358 

LIB3431-014-P1-K1-B3 

BLASTN 

gl9094 

46 

6.0e-17 

54 

96 

H.vulgare mRNA PsaN for photosystem I 



subunit N 



398359 

LIB3431-014-P1-K1-B6 

BLASTX 

g4741205 

395 

2.0e-38 

107 

64 

(AL049746) putative protein [Arabidopsis thaliana] 
398360 

LIB3431-014-P1-K1-B8 

BLASTX 

g!262849 

266, 

1.0e-25 

64 

95 

(U51633) type 1 light-harvesting chlorophyll a/b-binding 
polypeptide [Pinus palustris] 



Seq. No. 



398361 



50858 



Seq. ID 


LIB3431-014-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


g3063523 


BLAST score 


45 


E value 


6.0e-17 


Match length 


49 


% identity 


98 


NCBT Descri'Dt" i on 


Oryza sativa ribulose l f 5— bisphosphate carboxylase small 




subunit mRNA, complete cds 


Seq. No-. 


398362 


Seq. ID 


LIB3431-014-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


g3885891 


BLAST score 


41 


E value 


5.0e-14 


Match length 


85 


% identity 


87 




Orvza sativa ohotosvstem— 1 F subunit Drecursor (PSI— F) 




mRNA, complete cds 


Sea No 


398363 

O ~r \J \J <+J 


Seq. ID 


LIB3431-014-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


a3122914 


BLAST score 

X-/ * |ril . J X w V" X. ^> 


213 


E value 


6.0e-17 


Match length 


147 


% identity 


31 


NCBT De^PTi r>t i on 


VALYL-TRNA SYNTHETASE (VALINE — TRNA LIGASE) (VALRS) 

V aT±J~J X XJ X l\liXl X X>^l X XXXJ X Xil,/ i— 1 y V Xl 1 f _l_ IN XJ X X Mil X XJ -X N^JX *k/ i— I / \ V X HJL\k^ / 




>ai 1890130 ab AAB49704 1 (U89986} valvl tRNA svnthetase 




[Arabidopsis thaliana] 


Sea No 


398364 


Seq. ID 


LIB3431-014-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


609 


E value 


2. Oe-63 


Mat" cY\ 1 pnryhVi 


119 


% i dent it v 

o -x vx*w ii u -X. y 


96 


NCBI Descriotion 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Sea No 


398365 
»j ./ \j *j \j *j 


Seq. ID 


LIB34 31-014 -P1-K1-C7 


Method 


BLASTN 


NCBI GI 


g3126853 


BLAST score 


172 


E value 


7.0e-92 


Match length 


210 


% identitv 


100 


NCBI Description 


Oryza sativa chlorophyll a/b binding protein (RCABP89) 




inRNA, nuclear gene encoding chloroplast protein, complete 




cds 


Seq. No. 


398366 


Seq. ID 


LIB3431-014-P1-K1-C8 



50859 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g3126854 

707 

8.0e-75 

137 

97 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
398367 

LIB3431-014-P1-K1-D1 

BLASTX 

gl931640 

445 

4.0e-44 

125 

61 

(U95973) Serine carboxypeptidase isolog [Arabidopsis 
thaliana] 

398368 

LIB3431-014-P1-K1-D10 

BLASTN 

gl835730 

288 

1.0e-161 

308 
99 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 



398369 

LIB3431-014-P1-K1-D11 

BLASTX 

gl9184 

498 

4.0e-51 

125 
82 

(X61287) Type I (26 kD) CP29 
esculentum] 



polypeptide [Lycopersicon 



398370 

LIB3431-014-P1-K1-D12 

BLASTX 

g2280518 

157 

2.0e-10 

116 

31 

(AB005878) BYJ15 [Nicotiana tabacum] 
398371 

LIB3431-014-P1-K1-D2 

BLASTX 

g854731 

662 

1.0e-69 



50860 



Match length 


140 


% identity 


94 


NCBI Description 


(U19183) acetyl— coenzyme A carboxylase [Zea mays] 


Sea No 


398372 


Seq. ID 


LIB3431-014-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g2306981 


BLAST ^ score 


480 


E value 


4.0e-48 


Match length 


101 


% identity 


83 


NCBI Description 


(AF010321) photosystem I antenna protein [Oryza sativa] 


Seq. No, 


398373 


Seq. ID 


LIB3431-014-P1-K1-D4 


Method 


BLASTN 


NCBI GI 


gl835730 


BLAST score 


73 


E value 


8.0e-33 


Match length 


89 


% identity 


96 


NCBI Description 


Orvza sativa ohotosvstem II 10 kDa oolvoeDtide mRNA, 




complete cds 


Sea* No 


398374 


Seq. ID 


LIB3431-014-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2160322 


BLAST score 


281 


E value 


5.0e-25 


Match length 


66 


% identity 


85 


NCBI Description 


rvfoki iri n hi nrii na nTOf-pi n r , RPS7 fNi rni*i ana 




sylvestris] 


Seer. No. 


398375 


Seq. ID 


LIB3431-014-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


304 


E value 


1.0e-27 


Match length 


78 


% identity 


79 



NCBI Description 



Seq. No. 
Seq. ID 
Method 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj__BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398376 

LIB3431-014-P1-K1-E1 
BLASTX 



50861 



o 



NPRT (IT 


a39l 4603 


BLAST score* 


664 


E value 


6.0e-70 


Match length 


130 


% identity 


97 




RIRULOSF BTSPHOSPHATF PARROXYLASF /OXYGFNASF, APTTVASF, 




PHT.nRHPT.AST PRFPfTPSPlR fRTTRT^PO APTTVA^F \ *>rH 177P414 




( fT*7 A ^ 0 1 ^ y* i Vmi 1 pioa— 1 V\-? qt^H^ct^Vi a i~ o r^sa Y'lrsrw \t~\ a cd /nv^jrron sea 




out — l v ujc [_ y t-i a ou lx v a j 




3Qft377 


Spa TD 


LTB3431-014-P1-K1-F1 0 


Method 


BLASTX 


JL N J_J _L. VJ J_ 


y O Cs O X O 


BLAST score 


455 


E value 


3.0e-45 


Match length 


141 


O X KJLGLL \ Lty 


v X 


LN^Dl L/ci LI Xly LXUXi 






-^gx ioji / jo O-Oj djHAX/d/z ^jjyuyuo; /idui iikc Loynecnocysnx; 




en 1 




J jo J / O 


Se>rr TD 


T.TR3431 -01 4-P1 -K"1 -Fl 1 


Method 


BLASTX 


NCBI GI 


g2894534 


BLAST score 


746 


E value 


9 Ho— 7Q 


i v idttn xeng tn 


i / c 

Xf± D 


u laentity 






/ Zi.TOO/l ^97 ^ o /ti i an at i 7n rf"^T*wya oaf* i rra 1 
\ riU ^. ft O f } cH-£Uct}J(JX XXI [UiyZd bdtlvdj 




OQOO7 Q 




LTR343T -01 4-P1 -K1 -Fl 9 


Mpt hod 


RLASTX 


NCBI GI 


g3345477 


BLAST score 


534 - 


XL vctXUe 


1 Oo—^A 

x • 0 4 


TW o I - /~i V* T »■« t" V> 
l v Jal.Ul Xcligtll 


1 4 Q 

X f± _7 


& T S~\ 4— T 4" < T 

^ lueiiLiLy 


7H 


XNV^lJX UCOUIJ.LJL.XUU 


^nDUlOZO J/ OdXiJtJXlXC <a.riXXyClXa.o c [VJxyZa. SatlvaJ 


C "Mrt 
OC4* IN O • 




Seq. ID 


T.TR3431 -01 4-P1 -K1 -F9 

XjX£?0*i^X U X *± XT X XTVX J_i *L 


Method 


BLASTX 


NCBI GI 


a2072555 




237 


E value 


9.0e-20 


Match length 


44 




1 on 
xuu 


lNL^oi Description 


(AF001396) itietallothxonein-like protein [Oryza sativa] 




>gi_oiUo4 4x_gD_AAFUJou^ . l__ (AF14770D) metallothionein-lxKe 




protein [Oryza sativa] 


Seq. No. 


398381 


Seq. ID 


LIB3431-014-P1-K1-E4 


Method 


BLASTX 



50862 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5787 
236 

5.0e-20 

67 

81 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461__pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA321G9__ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235 > 
[Oryza sativa] 



Seq. No. 


398382 


Seq. ID 


LIB3431-014-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3808101 


BLAST score 


306 


E value 


7.0e-28 


Match length 


75 


% identity 


85 


NCBI Description 


(AJ012165) chloroplast protease 


Seq. No. 


398383 


Seq. ID 


LIB3431-014-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


501 


E value 


1.0e-50 


Match length 


137 


% identity 


69 


NCBI Description 


chlorophyll a/b-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

398384 

LIB3431-014-P1-K1-E8 

BLASTX 

g2407279 

575 

2.0e-59 

117 

93 

(AF017362) aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398385 

LIB3431-014-P1-K1-E9 

BLASTX 

g2982362 

479 

4.0e-48 

103 

85 

{AF053311} glutathione peroxidase [Zantedeschia aethiopica] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



398386 

LIB3431-014-P1-K1-F1 

BLASTX 

g548605 



50863 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



608 

3.0e-63 

133 

91 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 


398387 


Seq. ID 


LIB3431-014-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3548815 


BLAST score 


254 


E value 


1.0e-21 


Match length 


109 


% i cipnt" t t" v 


50 




^JirTlflR'^l'^^ q "i tt) i 1 ^ y "h r\ a vriTi oTinp — ^ Q^nni at* nrofpi n nn^i~1 D1 

^nUWUJJU] OJLmlXCtl L.W CI A 11 CI LLC ClOOUUloLCU ^lULClll ILlO L1U1 




[niaJJiuupoXQ Liici.xxct.iici. J 




jjojoo 




L1DJ1J1 Uli JTx IYX £11 


1 JC L11UU 




NCBI GI 


gl903364 


BLAST score 


296 


E value 


1.0e-26 




145 

It J 




43 


LNV_/J_>X UCOOX. XjJ L. XvJll 


\n^uuuiu t i j £jO i. yjj j.*±ju_7.j o^illco jljlwili i_.ii.xo y cue * j_rix aJJiuuj 




fhal i ana 1 


Q<=*C( Wo 

O " vj. • IM{J » 


J JO JO J 


Seq. ID 


LTR34 31-014 -P1-K1-F2 


Method 


BLASTX 


NCBI GI 


a3738285 


BLAST score 


320 


E value 


2.0e-29 


Match length 


101 


% identity 


61 


NCBL Description 


(AC005309) unknown protein [Arabidopsis thaliana] 


Seq. No. 


398390 


Seq. ID 


LIB3431-014-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3548815 


BLAST score 


255 


E value 


6.0e-22 


Match length 


105 


% identity 


48 


NCBI Description 


(AC005313) similar to axoneme-associated protein mstlOl 




[Arabidopsis thaliana] 



Seq. No. 398391 

Seq. ID LIB3431-014-P1-K1-F6 

Method BLASTX 

NCBI GI gl346771 



50864 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



778 

4.0e-83 

158 

91 

PHOSPHOENOL PYRUVATE CARBOXYKINASE [ATP] 

>gi_1086117_pir S52988 phosphoenolpyruvate carboxykinase 

(PCK1) - Urochloa panicoides >gi_607752 (U09241) 
phosphoenolpyruvate carboxykinase [Urochloa panicoides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398392 

LIB3431-014-P1-K1-F9 

BLASTX 

g3789954 

328 

7.0e-31 

66 

94 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398393 

LIB3431-014-P1-K1-G1 

BLASTX 

g2501189 

464 

1.0e-46 

101 

88 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi__596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 


398394 


Seq. ID 


LIB3431-014-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2626753 


BLAST score 


376 


E value 


4.0e-36 


Match length 


109 


% identity 


67 


NCBI Description 


(AB008782) sulfate transporter 


Seq. No. 


398395 


Seq. ID 


LIB3431-014-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl769887 


BLAST score 


456 


E value 


1.0e-45 


Match length 


110 


% identity 


76 


NCBI Description 


(X95736) amino acid permease 6 


Seq. No. 


398396 


Seq. ID 


LIB3431-014-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3913018 



[Arabidopsis thaliana] 



50865 



O 



BLAST score 
E value 
Match length 
% identity 
NCB1 Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



809 

8.0e-87 

154 

99 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

3_98397 

LIB3431-014-P1-K1-G4 

BLASTN 

g20262 

205 

l.Oe-111 

273 
94 

0. sativa light-induced mRNA 
398398 

LIB3431-014-P1-K1-G5 

BLASTX 

g3288821 

655 

1.0e-68 

143 
86 

(AFO 63901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989__gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

398399 

LIB3431-014-P1-K1-G6 

BLASTX 

g462195 

516 

2.0e-52 

115 

88 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398400 

LIB3431-014-P1-K1-G7 

BLASTX 

g283039 

175 

1.0e-17 

63 

76 

gene iojap protein - maize >gi_2234 9_emb_CAA7 8 7 7 2_ 
putative iojap protein [Zea mays] 



(Z15063) 



Seq. No. 



398401 



50866 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-014-P1-K1-H1 

BLASTX 

g729477 

331 

9.0e-31 

133 
50 

FERREDOXIN — NADP REDUCTASE PRECURSOR (FNR) 

>gi_320548_pir A44974 ferredoxin — NADP 4- reductase (EC 

1.18,1.2) precursor - common ice plant >gi_167256 (M25528) 
ferredoxin-NADP+ reductase precursor (fnrA; EC 1.6.7.1) 

[Mesembryant hemum crystallinum] >gi_22 67 68_pr f 160 4 4 7 5A 

ferredoxin NADP reductase [Mesembryant hemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398402 

LIB3431-014-P1-K1-H11 

BLASTX 

g266893 

768 

5.0e-82 

151 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_322416_pir S28172 ribulose-bisphosphate carboxylase 

activase - cucumber >gi_18284_emb_CAA47906_ (X67674) 
rubisco activase [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398403 

LIB3431-014-P1-K1-H3 

BLASTN 

g3075487 

281 

1.0e-157 

285 

100 

Oryza sativa chlorophyll a/b-binding protein 
mRNA, complete cds 



(RCABP69) 



398404 

LIB3431-014-P1-K1-H4 

BLASTX 

g4056507 

267 

3.0e-23 

85 

62 

(AC005896) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398405 

LIB3431-014-P1-K1-H5 

BLASTX 

g320618 

635 

2.0e-66 
138 



50867 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

398406 

LIB3431-014-P1-K1-H6 

BLASTX 

g606817 

649 

3.0e-71 

147 

95 

(U08404) carbonic anhydrase [Oryza sativa] 
>gi_5917783_gb_AAD56038.1_AF182806_l (AF182806) carbonic 
anhydrase 3 [Oryza sativa] 

398407 

LIB3431-014-P1-K1-H8 

BLASTX 

g4666287 

581 

3.0e-60 

121 

97 

(D85764) cytosolic monodehydroascorbate reductase [Oryza 
sativa] 



Seq. No. 


398408 


Seq. ID 


LIB3431-014-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


694 


E value 


5.0e-76 


Match length 


147 


% identity 


97 


NCBI Description 


(AF058796) chlorophyll a, 


Seq. No. 


398409 


Seq. ID 


LIB3431-014-P1-N1-A3 


Method 


BLASTN 


NCBI GI 


g3789951 


BLAST score 


88 


E value 


7.0e-42 


Match length 


213 


% identity 


85 


NCBI Description 


Oryza sativa chlorophyll 



(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

Seq. No. 398410 

Seq. ID LIB3431-014-P1-N1-A6 

Method BLASTN 

NCBI GI g218154 

BLAST score 65 



50868 



o 



E value 
Match length 
% identity 
NCBI Description 



5.0e-28 

80 

98 

Oryza sativa gene for cytoplasmic aldolase, complete cds, 
clone: Al dp 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398411 

LIB3431-014-P1-N1- 

BLASTX 

g347451 

207 

2.0e-16 

39 
100 

(L22155) 
sativa] 



BIO 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398412 

LIB3431-014-P1-N1-B12 

BLASTX 

gl001794 

168 

6.0e-12 

41 

73 

(D64005) hypothetical protein [Synechocystis sp.] 
398413 

LIB3431-014-P1-N1-B3 

BLASTX 

g3914466 

302 

2.0e-27 

71 

79 

PHOTOSYSTEM 
(PSI-N) >gi 



I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
2981214 (AF052429) photosystem I complex PsaN 



subunit precursor [Zea mays] 
398414 

LIB3431-014-P1-N1-B8 

BLASTN 

g20181 

138 

1.0e-71 

145 
99 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398415 

LIB3431-014-P1-N1-C1 

BLASTN 

g218207 

94 

1.0e-45 
138 



50869 



CP 



% identity 

NCBI Description 



92 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 





pOSSS1139 


Seq. No. 


398416 


Seq. ID 


LIB3431-014-P1-N1-C10 


Method 


BLASTX 


NCBI GI 


g3885892 


BLAST score 


342 


E value 


4 . Oe-32 


Match lencrth 

X. XU . WX X -X-^XXVJ 1— ± A 


66 


% i dpnt it v 

O -X. VAC XX 4— J— ^ y 


100 


NCBI Description 


(AF093634) photosystem-1 


Seq. No. 


398417 


Seq. ID 


LIB3431-014-P1-N1-C2 


Method 


BLASTX 


NPRT GT 


a3126854 




272 


F, Vr5 1 IIP 


6. Oe-24 


Ma f- fin 1 ck-n rr+" Vi 


57 






NPRT Dpsrrinf inn 


(AF061577} chloroohvll a, 


Qprr No 


398418 




T TR^4?1 -fll 4 -PI -N1 — P7 

LID Jl Uii IT J. IN J. \~f > 


Method 


BLASTN 


NCBI GI 


g3126853 


RLA9T ^rriTP 


145 


ill v CI -L U.C 




Ma "h (^"Vi 1 pnrfhh 
rid. l. L^ii j_t;iiy uii 


?07 


& i Hprit* "i 1" v 


97 




Or*w7a ci a f l fin 1 f-ti^OTiH 1 
UL y Zi a oaLi va uiiJ-vi Kj^Jiiy 11 




mRWZ\ nnpl oat rrPfiP PftrnH 

1LL£\1NA, UULfJ-CClx. y C-ilC: dlOVJtut. 




cds 


Seq. No. 


398419 


Seq. ID 


LIB3431-014-P1-N1-C8 


Mp1~hori 

X -i^— . l—XXVj'Vji 


BLASTX 


NPRT GT 






*± .J w 


E value 


9.0e-46 




1 CH 

-L w o 


o J-Uciii — l i— _y 


94 


NPRT Dp s pt i nt i on 


(AF061577) chloroohvll a 


Seq. No. 


398420 


Seq. ID 


LIB3431-014-P1-N1-D10 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


236 


E value 


6.0e-20 


Match length 


56 


% identity 


82 


NCBI Description 


(U86018) photosystem II : 



F subunit precursor [Oryza sativa] 



50870 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



398421 

LIB3431-014-P1-N1-D11 

BLASTX 

g733454 

210 

1.0e-16 

48 
85 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398422 

LIB3431-014-P1-N1-D3 

BLASTX 

g99486 

275 

4.0e-24 

67 

79 

chlorophyll a/b-binding protein (clone pINEab 31) - Scotch 
pine >gi_20792_emb_CAA41406_ (X58516) Type II chlorophyll a 
/b-binding protein [Pinus sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398423 

LIB3431-014-P1-N1-D6 

BLASTN 

gl68525 

37 

3.0e-ll 

53 
92 

Zea mays nucleic acid-binding protein (NBP) 
398424 

LIB3431-014-P1-N1-D8 

BLASTX 

g80783 

190 

3.0e-14 

120 

36 

hypothetical 31. 7K protein (aphE region) - Streptomyces 
griseus >gi_153164 (M37378) 

streptomycin-3 T -phosphotransferase [Streptomyces griseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398425 

LIB3431-014-P1-N1-D9 

BLASTX 

g671740 

225 

2.0e-18 

44 

98 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 



398426 



50871 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-014-P1-N1-E1 

BLASTX 

gl32166 

149 

1.0e-09 

31 

81 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 

rubisco activase (AA 1 





>gi 16471 emb CAA32429 (X14212) : 






Sea. No. 


398427 


Seq. ID 


LIB3431-014-P1-N1-E11 


Method 


BLASTX 


NCBI GI 


g2696804 


BLAST score 


308 


j_> vaxuc 


4.0e-28 




56 


o luciiLj. u y 


100 




\ JTxO \J \J Z/ \J \J *J J WOtCi, UildXiliCX lr ^* ^ LC J-il 


dorr NTr* 


"3QR49R 




LIB3431-014-P1-N1-E12 


Method 


BLASTN 


NCBI GI 


a606816 


BLAST score 


350 


E value 


0. 0e+00 


Matph 1 enoth 


364 




99 








cds 




*J -7 O J 


Seq. ID 


LIB3431-014-P1-N1-E2 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


343 


E value 


0.0e+00 


Match length 


377 


% identity 


98 


NCBI Description 


Oryza sativa metallothionein-like 




cds 


Seq. No. 


398430 


Seq. ID 


LIB3431-014-P1-N1-E4 


Method 


BLASTX 


NCBI GI 


g3036951 


BLAST score 


233 


E value 


2.0e-19 


Match length 


57 


% identity 


93 



complete 



complete 



NCBI Description 



(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



50872 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



398431 

LIB3431-014-P1-N1-E5 

BLASTX 

g3808101 

181 

2.0e-13 

43 

84 

(AJ012165) chloroplast protease 



[Capsicum annuum] 



398432 

LIB3431-014-P1-N1-E8 

BLASTX 

g2407279 

200 

8.0e-25 

67 

93 

(AF017362) aldolase [Oryza sativa] 
398433 

LIB3431-014-P1-N1-E9 

BLASTX 

g2982362 

494 

6.0e-50 

100 

89 

(AF053311) glutathione peroxidase [Zantedeschia aethiopica] 
398434 

LIB3431-014-P1-N1-F1 

BLASTX 

g548605 

232 

1.0e-20 

64 

88 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

398435 

LIB3431-014-P1-N1-F5 

BLASTN 

gll957 

63 

7.0e-27 

143 

43 

Rice complete chloroplast genome 
398436 

LIB3431-014-P1-N1-F6 
BLASTX 



50873 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



gl346771 
189 

2.0e-17 

67 
78 

PHOS PHOENOLPYRUVATE CARBOXYKINASE [ATP] 

>gi_1086117_pir S52988 phosphoenolpyruvate carboxykinase 

(PCK1) - Urochloa panicoides >gi_607752 (U09241) 
phosphoenolpyruvate carboxykinase [Urochloa panicoides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398437 

LIB3431-014-P1-N1-F9 

BLASTX 

g3789954 

277 

2.0e-24 

54 

94 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 





Seq. No. 


398438 




Seq. ID 


LIB3431-014-P1-N1-G2 




Method 


BLASTX 




NCBI GI 


g2407279 




BLAST score 


149 




E value 


2.0e-ll 




Match length 


45 




% identity 


81 


S 5 


NCBI Description 


(AF017362) aldolase [Oryza : 




Seq. No. 


398439 




Seq. ID 


LIB3431-014-P1-N1-G4 




Method 


BLASTN 




NCBI GI 


g20262 




BLAST score 


300 




E value 


1.0e-168 




Match length 


345 




% identity 


97 




NCBI Description 


0. sativa light-induced mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398440 

LIB3431-014-P1-N1-G6 

BLASTN 

g3789949 

142 

2.0e-74 

146 

99 

Oryza sativa translation initiation factor 
complete cds 



(GOS2) mRNA, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



398441 

LIB3431-014-P1-N1-G7 

BLASTX 

g283039 

157 



50874 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-10 

39 

79 

gene iojap protein - maize >gi_22349_emb_CAA78772_ (Z15063) 
putative iojap protein [Zea mays] 

398442 

LIB3431-014-P1-N1-H1 
BLASTX 
'g729478 
247 

1.0e-23 

60 
83 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_606964 9_dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647 (E1557) , C72400 (E1557 ) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398443 

LIB3431-014-P1-N1-H3 

BLASTN 

g3075487 

80 

5.0e-37 

205 

90 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 

398444 

LIB3431-014-P1-N1-H8 

BLASTX 

g4666287 

336 

1.0e-31 

65 

100 

(D85764) cytosolic monodehydroascorbate reductase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398445 

LIB3431-014-P1-N1-H9 

BLASTN 

g3075487 

241 

1.0e-133 

253 

99 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



398446 

LIB3431-015-P1-K1-A10 
BLASTX 



50875 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2072727 
700 

4.0e-74 

140 

97 

(Y12595) 



Fd-GOGAT protein [Oryza sativa] 



398447 

LIB3431-015-P1-K1-A11 

BLASTN 

gl398998 

86 

8.0e-41 

173 
99 

Rice 0S0EE2 gene for 23 kDa polypeptide of photosystem II, 
complete cds 

398448 

LIB3431-015-P1-K1-A12 

BLASTX 

g4138179 

338 

4.0e-32 

69 

93 

(AJ223969) elongation factor 1 alpha subunit [Malus 
domestical 



Seq. No. 


398449 


Seq. ID 


LIB3431-I 


Method 


BLASTX 


NCBI GI 


g488571 


BLAST score 


515 


E value 


2.0e-52 


Match length 


103 


"% identity 


99 


NCBI Description 


(U09462) 


Seq. No. 


398450 


Seq. ID 


LIB3431- 


Method 


BLASTX 


NCBI GI 


g4138290 


BLAST score 


576 


E value 


1.0e-59 


Match length 


124 


% identity 


86 


NCBI Description 


(AJ00584 


Seq. No. 


398451 


Seq. ID 


LIB3431- 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 



histone H3.2 [Medicago sativa] 



thioredoxin M [Oryza sativa] 



50876 



€1 



NCBI Description 


Homo sapiens PEX1 mRNA, complete 




398452 


Sea ID 


LIB3431-015-P1-K1-A7 


Mo"t~l~irir3 


BLASTX 


NCBI GI 


g2293480 


BLAST score 


246 


Hi va±uc 


3. Oe-21 


L let L. Oil XUHU Lll 


48 


Qr 1 /""^ 7*^1 *f~ T +■ t 7 

^ ICloI-X-LLy 




TtfPRT DpscriDtion 


(AF011331) glycine-rich protein 


O C L£ » IN <J • 


398453 




LIB3431-015-P1-K1-A8 


Mot" hoH 


BLASTX 






BLAST score 


534 


E value 


1.0e-54 


L v _,Ct L. OX 1 _LtSliyL.il 


129 




71 


NIP'RT flocrrinfi on 
-L UcoUI ^-]~ — LUil 


(AF064542) protein f arnesyltrans: 




[Arabidopsis thaliana] 


Oct| • IN (J • 


398454 


Seq. ID 


LIB3431-015-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2407281 


BLAST score 


570 


E value 


6.0e-59 


Match length 


109 



[Oryza sativa] 



% identity 

NCBI Description 



99 

(AF017363) ribulose 1 , 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398455 

LIB3431-015-P1-K1-B10 

BLASTX 

gll5787 

438 

1.0e-43 

97 

86 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

398456 

LIB3431-015-P1-K1-B11 

BLASTX 

g2501647 

292 

3.0e-26 

80 

69 

UROPORPHYRINOGEN DECARBOXYLASE PRECURSOR (UPD) 



50877 



o • 

>gi_1362120_pir S55732 uroporphyrinogen decarboxylase - 

common tobacco >gi_1009429_emb_CAA58040_ (X82833) 
uroporphyrinogen decarboxylase [Nicotiana tabacum] 

398457 

LIB3431-015-P1-K1-B12 

BLASTN 

g218171 

236 

1.0e-130 

236 
100 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII) , complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398458 

LIB3431-015-P1-K1-B3 

BLASTX 

g3122724 

313 

9.0e-29 

69 

86 

60S RIBOSOMAL PROTEIN L38 >gi_2289009 (AC002335) 
protein L38 isolog [Arabidopsis thaliana] 



ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398459 

LIB3431-015-P1-K1-B4 

BLASTX 

g347451 

173 

1.0e-12 
75 
51 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398460 

LIB3431-015-P1-K1-B9 
BLASTX 
g3193290 
213 

3.0e-17 
73 
59 

(AF069298) contains similarity to a 
(Pfam: pkinase.hmm, score: 165.48), 
domain (Pfam: lectin_legB.hmm, score: 125.64 
lectins alpha domain (Pfam: lectin_legA.hmm, 
[Arabido 



protein kinase domain 
to legume lectins beta 
and legume 
score: 16.72) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



398461 

LIB3431-015-P1-K1-C10 

BLASTX 

g5007084 

706 



50878 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



8.0e-75 

137 

98 

(AF155333) NADP-specif ic isocitrate dehydrogenase [Oryza 
sativa] 

398462 

LIB3431-015-P1-K1-C11 

BLASTX 

g3885513 

237 

7.0e-20 

59 

66 

(AF084201) similar to chloroplast 50S ribosomal protein L31 
[Medicago sativa] 

398463 

LIB3431-015-P1-K1-C2 

BLASTX 

g2072555 

348 

7.0e-33 

62 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441__gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398464 

LIB3431-015-P1-K1-C4 

BLASTN 

g4519195 

40 

5.0e-13 

68 

90 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MQC12, complete sequence 

398465 

LIB3431-015-P1-K1-C7 

BLASTX 

gl532135 

339 

6.0e-32 

112 

60 

(U49442) chloroplast mRNA-binding protein CSP41 precursor 
[Spinacia oleracea] 

398466 

LIB3431-015-P1-K1-C8 

BLASTX 

g2623298 

532 

2.0e-54 



50879 



Match length 

% identity 

NCBI Description 



116 
84 

(AC002409) 
thaliana] 



putative 4-alpha-glucanotransf erase [Arabidopsis 





^98467 




T TR^A^I —01 R-P1 -K1 -PQ 

LilDJI Jl U JL >J C X I\ J. v_< _? 








a3868756 


Dij/iia l score 


A QA 


Hi value 




Tvl ^ +■ /~* Vi 1 onrrf" V> 


99 


o xuciii — l i—_y 




NCBI Description 


(D86611) catalase TOrvza 


Seq. No. 


398468 


Seg. ID 


LIB3431-015-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl055130 


BLAST score 


275 


E value 


3.0e-24 


Match length 


126 


% identity 


44 


NCBI Description 


(U39998) coded for by C. 



elegans cDNA yk92bll.3; coded for 
by C. elegans cDNA yk92bll.5; coded for by C. elegans cDNA 
yk78c2.5; coded for by C. elegans cDNA cm9a8; coded for by 
C. elegans cDNA yk66h8.3; coded for by C. elegans cDNA 
yk78c2.3 



Seq, No. 


398469 




Seq. ID 


LIB3431-015-P1-K1-D11 




Method 


BLASTX 




NCBI GI 


g3126854 




BLAST score 


437 




E value 


4.0e-58 




Match length 


114 




% identity 


92 




NCBI Description 


(AF061577) chlorophyll 


a/b ] 


Seq. No. 


398470 




Seq. ID 


LIB3431-015-P1-K1-D2 




Method 


BLASTN 




NCBI GI 


g20262 




BLAST score 


175 




E value 


1.0e-93 




Match length 


175 




% identity 


100 




NCBI Description 


O.sativa light-induced 


mRNA 


Seq. No. 


398471 




Seq. ID 


LIB3431-015-P1-K1-D3 




Method 


BLASTX 




NCBI GI 


g347451 




BLAST score 


165 




E value 


1.0e-24 




Match length 


92 




% identity 


59 





50880 



NCBI Description 



(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 


398472 


Seq. ID 


LIB3431-015-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2196672 


BLAST score 


444 


E value 


4.0e-44 


Match length 


93 


% identity 


89 


NCBI Description 


(Y08807) HMGdl [Zea mays] 


Seq. No. 


398473 


Seq. ID 


LIB3431-015-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4455180 


BLAST score 


184 


E value 


1. Oe-13 


Match length 


44 


% identity 


82 


NCBI Description 


(AL035521) putative protein [Arabidopsis thaliana] 


Seq. No. 


398474 


Seq. ID 


LIB3431-015-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3885888 


BLAST score 


282 


E value 


3.0e-25 


Match length 


63 


% identity 


90 


NCBI Description 


(AF093632) high mobility group protein [Oryza sativa 


Seq. No. 


398475 


Seq. ID 


LIB3431-015-P1-K1-E1 


Method 


BLASTN 


NCBI GI 


g295500 


BLAST score 


50 


E value 


4.0e-19 


Match length 


102 


% identity 


87 


NCBI Description 


Triticum aestivum heat shock protein 16. 9C (hsp!6.9C 




3 r end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



398476 

LIB3431-015-P1-K1-E11 

BLASTN 

g6015437 

37 

3.0e-ll 

48 

66 

Homo sapiens PEX1 mRNA, complete cds 
398477 

LIB3431-015-P1-K1-E12 
BLASTN 



50881 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5410347 
40 

3.0e-13 

56 

93 

Sorghum bicolor BAC clone 110K5, partial sequence 
398478 

LIB3431-015-P1-K1-E2 

BLASTN 

g!68608 

43 

7.0e-15 

67 

91 

Maize 17 S ribosomal RNA gene and flanks 
398479 

LIB3431-015-P1-K1-E3 

BLASTX 

g3292814 

169 

7.0e-12 

47 

74 

(AL031018) putative protein [Arabidopsis thaliana] 
398480 

LIB3431-015-P1-K1-E6 

BLASTN 

g304219 

33 

3.0e-09 

65 

88 

Hordeum vulgar e chloroplast phot osys tern I PSK-I subunit 
mRNA, complete cds 

398481 

LIB3431-015-P1-K1-E7 

BLASTN 

g5410347 

41 

1.0e-13 

57 

93 

Sorghum bicolor BAC clone 110K5, partial sequence 
398482 

LIB3431-015-P1-K1-E9 

BLASTX 

g4539333 

425 

8.0e-42 

129 

64 

(AL035539) putative amino acid transport protein 



50882 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
398483 

LIB3431-015-P1-K1-F10 

BLASTX 

g399213 

501 

6.0e-51 

119 

82 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

CD4B PRECURSOR >gi_100190_pir B35905 CD4B protein - tomato 

>gi_170435 (M32604) ATP-dependent protease (CD4B) 
[Lycopersicon esculentum] 

398484 

LIB3431-015-P1-K1-F11 

BLASTX 

g3128228 

520 

1.0e-54 

124 

88 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

398485 

LIB3431-015-P1-K1-F2 

BLASTX 

g2497903 

220 

6.0e-18 

59 

68 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 

>gi_1752831_dbj_BAA14038.1_ (D89931) raetallothionein-like 
protein [Oryza sativa] >gi_1815628 (U43530) 
metallothionein-like type 2 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



398486 

LIB3431-015-P1-K1-F3 

BLASTX 

gll5787 

578 

6.0e-60 

112 

98 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109__ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

398487 

LIB3431-015-P1-K1-F4 
BLASTX 



50883 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g82080 
422 

2.0e-41 

120 

68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398488 

LIB3431-015-P1-K1-F8 

BLASTX 

g3885888 

230 

4.0e-19 

93 

57 

(AF093632) high mobility group protein [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



398489 
LIB3431- 
BLASTX 
gl00102 



■015-P1-K1-G1 



BLAST score 


156 


E value 


3.0e-10 


Match length 


86 


% identity 


38 


NCBI Description 


seed protein precursor - tick bean >gi_22043_emb 




(X56240) unknown seed protein [Vicia faba] 


Seq. No. 


398490 


Seq. ID 


LIB3431-015-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2281089 


BLAST score 


376 


E value 


4.0e-36 


Match length 


79 


% identity 


90 


NCBI Description 


(AC002333) Sm protein F isolog [Arabidopsis thai. 


Seq. No. 


398491 


Seq. ID 


LIB3431-015-P1-K1-G11 


Method 


BLASTX 


NCBI GI ^ 


g2306981 


BLAST score 


175 


E value 


8.0e-13 


Match length 


32 


% identity 


91 


NCBI Description 


(AF010321) photosystem I antenna protein [Oryza 


Seq. No. 


398492 


Seq. ID 


LIB3431-015-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


322 


E value 


7.0e-30 


Match length 


86 



50884 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



71 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

398493 

LIB3431-015-P1-K1-G2 

BLASTX 

g82080 

432 

1.0e-42 

122 
68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



398494 

LIB3431-015-P1-K1-G3 

BLASTX 

g548605 

519 

6.0e-53 

113 

91 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

398495 

LIB3431-015-P1-K1-G4 

BLASTX 

g5295988 

177 

9.0e-13 

51 

75 

(AB003327) MADS box-like protein [Oryza sativa] 
398496 

LIB3431-015-P1-K1-G5 

BLASTX 

g5734720 

212 

6.0e-17 

100 

48 

(AC008075) Contains PFJJ1426 BAH (bromo-adjacent homology) 
domain. ESTs gb_N96349, gb_T42710, gb_H77084, gb_AA395147 
and gb_AA605500 come from this gene. [Arabidopsis thaliana] 

398497 

LIB3431-015-P1-K1-G6 

BLASTN 

gl002914 



50885 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40 

4.0e-13 

56 

93 

Oryza sativa cap-binding protein p26 mRNA, complete cds 



398498 

LIB3431-015-P1-K1-G7 

BLASTX 

gl495768 

266 

3.0e-23 
108 
51 

(Z68506) 
(IEP110) 



chloroplast inner envelope protein, 
[Pisum sativum] 



110 kD 



398499 

LIB3431-015-P1-K1-G8 

BLASTX 

gl66410 

408 

7.0e-40 

111 

69 

(L07291) Alfin-1 [Medicago sativa] 
398500 

LIB3431-015-P1-K1-G9 

BLASTX 

g3126854 

616 

3.0e-64 

115 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



398501 

LIB3431-015-P1-K1-H11 

BLASTN 

g6103440 

51 

2.0e-20 

55 

98 

Oryza sativa metallothionein-like protein 
complete cds 



(ML2 ) mRNA, 



398502 

LIB3431-015-P1-K1-H12 

BLASTN 

g3135542 

39 

1.0e-12 

67 

90 

Oryza sativa aquaporin 



(PIP2a) mRNA, complete cds 



50886 



0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398503 

LIB3431-015-P1-K1-H2 

BLASTX 

g4455180 

396 

1.0e-38 
108 

71 

(AL035521) putative protein [Arabidopsis thaliana] 
398504 

LIB3431-015-P1-K1-H3 

BLASTX 

g3913811 

704 

1.0e-74 

141 
99 

GLUTAMYL-TRNA REDUCTASE PRECURSOR (GLUTR) 
>gi_2920320_dbj_BAA25003_ (AB011416) glutamyl-tRNA 
reductase [Oryza sativa] 

398505 

LIB3431-015-P1-K1-H6 , 

BLASTN 

g2072554 

212 

1.0e-116 

260 

96 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398506 

LIB3431-015-P1-K1-H7 

BLASTX 

g3075488 

211 

6.0e-17 

57 

72 

(AF058796) chlorophyll a/b-binding protein 



[Oryza sativa] 



398507 

LIB3431-015-P1-K1-H8 

BLASTX 

g3915309 

159 

9.0e-ll 

93 

32 

D-XYLOSE- PROTON SYMPORT (D-XYLOSE TRANSPORTER) >gi_2895856 
(AF045552) D-xylose proton- symporter [Lactobacillus brevis] 



Seq. No. 
Seq. ID 



398508 

LIB3431-015-P1-K1-H9 



50887 



€> • 

Method BLASTX 

NCBI GI g4803952 

BLAST score 44 6 

E value 2.0e-44 

Match length 113 

% identity 76 

NCBI Description (AC006202) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 398509 

Seq. ID - LIB3431-016-P1-K1-A11 

Method BLASTX 

NCBI GI g6093830 

BLAST score 155 

E value 3.0e-10 

Match length 37 

% identity 81 

NCBI Description PHOTOSYSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L-AME) 
[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_3337435 (AF060198) PsbY precursor; 
putative photosytem II peptide [Spinacia oleracea] 



Seq. No. 


An r 1 /"\ 

398510 


Seq, ID 


LIB3431-016-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g895845 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


103 


% identity 


38 


NCBI Description 


(X87689) putative start codon [Homo sapiens] 


Seq. No. 


398511 


Seq. ID 


LIB3431-016-P1-K1-A2 


•Method 


BLASTX 


NCBI GI 


g5912299 


BLAST score 


672 


E value 


7.0e-71 


Match length 


133 


% identity 


100 


NCBI Description 


(AJ133787) gigantea homologue [Oryza sativa] 


Seq. No. 


3 98512 


Seq. ID 


LIB3431-016-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4680685 


BLAST score 


214 


E value 


4.0e-17 


Match length 


100 


% identity 


42 


NCBI Description 


(AF132957) CGI-23 protein [Homo sapiens] 


Seq. No. 


398513 


Seq. ID 


LIB3431-016-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


620 


E value 


9.0e-65 



50888 



Match length 116 
% identity 100 

NCBI Description (AF061577) chlorophyll a/b binding protein [Oryza sativa] 

Seq. No. 398514 

Seq. ID LIB3431-016-P1-K1-A6 

Method BLASTX 

NCBI GI g320618 

BLAST score 481 

E value 2.0e-48 

Match length 107 

% identity 85 

NCBI Description chlorophyll a/b-binding protein I precursor - rice 

>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

Seq. No. 398515 

Seq. ID LIB3431-016-P1-K1-A7 

.:. Method BLASTN 

^NCBI GI g6015437 

BLAST score 34 

E value 6.0e-10 

Match length 38 

% identity 97 

NCBI Description Homo sapiens PEX1 mRNA, complete cds 

Seq. No. 398516 

Seq. ID LIB3431-016-P1-K1-A8 

Method BLASTX 

NCBI GI g4079798 

BLAST score 342 

E value 4.0e-32 

Match length 98 

% identity 71 

NCBI Description (AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 

398517 

LIB3431-016-P1-K1-A9 
BLASTX 
g!21343 
198 

4.0e~24 
107 
63 

GLUTAMINE SYNTHETASE SHOOT ISOZYME, CHLOROPLAST PRECURSOR 
(GLUTAMATE — AMMONIA LIGASE) (CLONE LAMB DA- GS 31 ) 

>gi_68598_pir AJRZQD glutamate — ammonia ligase (EC 

6.371.2) delta precursor, chloroplast - rice 
>gi__20370_emb__CAA32462_ (X14246) precursor chloroplastic 
glutamine synthetase (AA -4 6 to 382) [Oryza sativa] 

Seq. No. 398518 
Seq. ID LIB3431-016-P1-K1-B1 
Method BLASTX 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50889 



NCBI GI 




BLAST score 


684 


E value 


3.0e-72 


Match length 


TOO 

12o 


% identity 


98 


NCBI Description 


/ 7\ q a in a \ nVii oy/M^'hTri i a /"K— hi nH \ Tin nrnt" pin nTPnirsor rOrvza 
(Ar U y 4 / / 1> j cnxOropnyJ-X a/.u J3Xiiu.xiiy jjj- uLciii ^j-l ovi Lvyj-j^^u. 




Saliva J 


Seq. No. 




beq. id 


T TR^A^I -01 fi-PI -K1 -R1 0 


Method 


BLASTX 


NCBI GI 


g3461820 


BLAST score 


212 


E value 


C C\ ^ ^ "7 


Match length 


1 1 o 

112 


% identity 


44 


NCBI Description 


/arnn^i n n ir-n nwri nmt"pi n r ArahidoDsis thalianal 


Seq. No. 


O QQ con 


beq. iu 




Method 


BLASTN 


NCBI GI 


g2570514 


BLAST score 


178 


E value 


2 . Oe-yo 


Match length 


186 


% identity 


99 


NCBI Description 


uryza sstivs gj.yco±ai,e oxiua&c \ uua } iuiMNri/ uuiu^icuc 


Seq. No. 


398521 


Seq. ID 


Lli3o4 oI-UiD- ir JL _ i\±— .D-LZ 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


260 


E value 


2 . Oe-22 


Match length 


80 


% identity 


66 


NCBI Description 


lUoU / DjJ ierreaoxin n^xy^a. oauivaj 


Seq. No. 


jyoozz 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g6093869 


BLAST score 


599 


E value 


3.0e-62 


Match length 


TOO 

128 


% identity 


86 


NCBI Description 


60S RIBOSOMAL PROTEIN LloA >gi ^yoz^o? iHEUOiziij £jiuuduxc 


oUs riDOSoma-L protein iiioa icj-cqo. nidixcmcij 


Seq. No. 


o oo c o o 

398523 


Seq. ID 


LlbJ4ol — U lo _ r x~ i\± — r>4 


Method 


tSliAo 1 A 


NCBI GI 


g5006853 


BLAST score 


372 


E value 


7.0e-36 


Match length 


96 


% identity 


80 



50890 



NCBI Description 



(AF145728) homeodomain leucine zipper protein [Oryza 
sativa] 



Seq. No. 


398524 


Seq. ID 


LIB3431-016- 


Method 


BLAoiA 


NCBI GI 


go I uzuio 


BLAST score 


*5 O O 

338 


E value 




Match length 




% identity 




NCBI Description 


/ 7\ Tfil 00 1 R ^ J 


beq. no. 




Seq. ID 


LIB3431-016 


Method 


BLASTX 


NCBI GI 


g2407281 


BLAST score 


541 


E value 


2.0e-55 


Match length 


109 


% identity 


94 


NCBI Description 


(AF017363) 



-P1-K1-B6 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



subunit [Oryza sativa] 
398526 

LIB3431-016-P1-K1-B7 

BLASTX 

gl346698 

610 

1.0e-63 

131 
93 

PHOS PHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 
>gi_21272_emb_CAA48479_ (X68430) phosphoglycerate 
[Spinacia oleracea] 



kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398527 

LIB3431-016-P1-K1-B8 

BLASTX 

g4666287 

523 

2.0e-53 
102 
100 

(D85764) 
sativa] 



cytosolic monodehydroascorbate reductase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398528 

LIB3431-016-P1-K1-C1 

BLASTX 

g3345477 

504 

4.0e-51 

96 

100 

(AB016283) carbonic anhydrase [Oryza sativa] 



50891 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398529 

LIB3431-016-P1-K1-C10 
BLASTX 
g3913641 
314 

5.0e-29 
61 
100 

FRUCTOSE-1, 6-BISPHOSPHATASE, 
( D- FRUCTOSE- 1 , 6-BISPHOSPHATE 
>gi_3041777_dbj_BAA25423_ (AB007194) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
1 - PHOS PHOH YDROLAS E ) ( FB PAS E ) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398530 

LIB3431-016-P1-K1-C11 

BLASTX 

g3868756 

289 

1.0e-41 

120 
72 

(D86611) catalase [Oryza sativa] 
398531 

LIB3431-016-P1-K1-C12 

BLASTX 

g!617197 

304 

1.0e-27 

76 

76 

(Z72488) CP12 [Nicotiana tabacum] 



398532 

LIB3431-016-P1-K1-C2 

BLASTX 

gl706260 

648 

5.0e-68 

132 

90 

CYSTEINE PROTEINASE 
cysteine proteinase 



PRECURSOR >gi_2118131_pir S59597 

precursor - maize 
>gi_643597_dbj_BAA08244_ (D45402) cysteine proteinase [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398533 

LIB3431-016-P1-K1-C5 

BLASTX 

g3075488 

660 

2.0e-69 

126 

100 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 



Seq. No. 



398534 



50892 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-016-P1-K1-C6 

BLASTN 

g2072554 

301 

1.0e-169 

301 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398535 

LIB3431-016-P1-K1-C7 

BLASTX 

g3345477 

371 

1.0e-35 

117 

63 

(AB016283) carbonic anhydrase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398536 

LIB3431-016-P1-K1-C8 

BLASTN 

gll957 

371 

0.0e+00 

392 

98 

Rice complete chloroplast genome 
398537 

LIB3431-016-P1-K1-C9 

BLASTX 

g2330739 

295 

1.0e-26 

90 

58 

(Z98598) putative transcriptional regulator 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398538 

LIB3431-016-P1-K1-D1 

BLASTN 

g6015437 

36 

1.0e-10 

36 

100 

Homo sapiens PEX1 mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398539 

LIB3431-016-P1-K1-D10 

BLASTN 

g20177 

43 

8.0e-16 



50893 



Match length 


43 


% identity 


100 


NCBI Description 


Rice cablR gene for light harvesting chlorophyll 




a/b-binding protein 


Seq. No. 


398540 


Seq. ID 


LIB3431-016-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4914457 


BLAST score 


303 


E value 


1.0e-27 


Match length 


105 


% identity 


52 


NCBI Description 


(AL050400) putative protein [Arabidopsis thaliana] 


Seq. No. 


398541 


Seq. ID 


LIB3431-016-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g927025 


BLAST score 


196 


E value 


5.0e-15 


Match length 


116 


% identity 


38 


NCBI Description 


(L44134) SPFl-like DNA-binding protein [Cucumis sat. 


Seq. No. 


398542 


Seq. ID 


LIB3431-016-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2129950 


BLAST score 


646 


E value 


8.0e-68 


Match length 


132 


% identity 


98 


NCBI Description 


inorganic pyrophosphatase (EC 3.6.1.1) (clone TVP9) 




common tobacco 


Seq. No. 


398543 


Seq. ID 


LIB3431-016-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g!15813 


BLAST score 


423 


E value 


1.0e-41 


Match length 


117 


% identity 


73 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

398544 

LIB3431-016-P1-K1-D6 

BLASTX 

g3789954 

743 

4.0e-79 

134 

100 

(AF094 776) chlorophyll a/b-binding protein precursor [Oryza 



50894 



sativa] 



Seq. No-. 


O yoD4 0 


Seq. ID 


LIB3431-016-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3618310 


BLAST score 


331 


E value 


7 . Oe-31 


Match length 


y / 


% identity 


67 


NCBI Description 


(ABUUlooJj zinc ringer protein 


Seq. No. 


39oo4o 


Seq. ID 


LIB34 ol-Ulo-rl-l\±-Dy 


Method 


BLASTX 


NCBI GI 


g2245136 


BLAST score 


AHA 

289 


E value 


6 . ue-zo 


Match length 


92 


% identity 




NCBI Description 


(zy/o44j urenaiose— o— pnospnai_e 




[Arabidopsis thaliana] 


Seq. No. 


398547 


Seq. ID 


LIB3431-016-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


698 


E value 


6.0e-74 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



129 
100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
398548 

LIB3431-016-P1-K1-E11 

BLASTX 

gl32105 

715 

7.0e-76 

132 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398549 

LIB3431-016-P1-K1-E12 

BLASTX 

gll5787 

518 

9.0e-53 



50895 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



119 
87 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

398550 

LIB3431-016-P1-K1-E2 

BLASTN 

g6015437 

35 

5.0e-10 

35 
100 

Homo sapiens PEX1 mRNA, complete cds 
398551 

LIB3431-016-P1-K1-E5 

BLASTX 

g2245120 

319 

3.0e-30 

128 
57 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
398552 

LIB3431-016-P1-K1-E6 

BLASTX 

g320618 

690 

6.0e-73 

129 

99 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



398553 

LIB3431-016-P1-K1-E7 

BLASTX 

gl617206 

190 

2.0e-14 

54 

69 

(Z72489) CP12 [Pisum sativum] 
398554 

LIB3431-016-P1-K1-E8 

BLASTN 

g5410347 

37 



50896 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



3.0e-ll 

57 
91 

Sorghum bicolor BAC clone 110K5, partial sequence 
398555 

LIB3431-016-P1-K1-F10 

BLASTX 

g730456 

569 

9.0e-59 

108 

99 

4 OS RIBOSOMAL PROTEIN SI 9 
398556 

LIB3431-016-P1-K1-F2 

BLASTX 

g2493318 

171 

4.0e-12 

72 

46 

BLUE COPPER PROTEIN PRECURSOR >gi_562779_emb_CAA80963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264__prf 2115352A blue Cu protein [Pisum sativum] 

398557 

LIB3431-016-P1-K1-F5 

BLASTX 

g2072555 

232 

7.0e-20 

44 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398558 

LIB3431-016-P1-K1-F7 

BLASTX 

gl707998 

262 

2.0e-23 

52 

98 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 

(SHMT) >gi_481944_pir S40218 glycine 

hydroxymethyl transferase (EC 2.1.2.1) - potato 
>gi_438247_emb_CAA81082_ (Z25863) glycine 
hydroxymethyltransferase [Solanum tuberosum] 

398559 

LIB3431-016-P1-K1-F8 
BLASTX 



50897 



# • 

NCBI GI g4220481 

BLAST score 205 

E value 4 .Oe-16 

Match length 107 

% identity 43 

NCBI Description (AC006069) unknown protein [Arabidopsis thaliana] 

Seq. No. 398560 

Seq. ID LIB3431-016-P1-K1-G1 

Method BLASTX 

NCBI GI gll5787 

BLAST score 695 

E value 2.0e-73 

Match length 134 

% identity 99 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461jpir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

Seq. No. 398561 

Seq. ID LIB3431-016-P1-K1-G10 

Method BLASTX 

NCBI GI g4455323 

BLAST score 397 

E value 1.0e-38 

Match length 136 

% identity 59 

NCBI Description (AL035525) aminopeptidase-like protein [Arabidopsxs 
thaliana] 

Seq. No. 398562 

Seq. ID LIB3431-016-P1-K1-G11 

Method BLASTX 

NCBI GI g462195 

BLAST score 423 

E value 1.0e-41 

Match length 88 

% identity 91 

NCBI Description PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 

Seq. No. 398563 

Seq. ID LIB3431-016-P1-K1-G12 

Method BLASTX 

NCBI GI g2501189 

BLAST score 402 

E value 3.0e-39 

Match length 111 

% identity 72 

NCBI Description THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 



50898 



[Zea mays] 
398564 

LIB3431-016-P1-K1-G3 
BLASTX 
gll5787 
554 

6.0e-57 
125 
87 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

Seq. No. 398565 

Seq. ID LIB3431-016-P1-K1-G4 

Method BLASTX 

NCBI GI g710308 

BLAST score 268 

E value 1.0e-23 

Match length 49 

% identity 96 . 
NCBI Description (U11693) victorin binding protein [Avena sativa] 

Seq. No. 398566 

Seq. ID LIB3431-016-P1-K1-G5 

Method BLASTX 

NCBI GI g2570511 

BLAST score 590 

E value 3.0e-61 

Match length 111 

% identity 99 t 
NCBI Description (AF022738) chlorophyll a-b binding protein [Oryza sativa] 

Seq. No. 398567 

Seq. ID LIB3431-016-P1-K1-G6 

Method BLASTX 

NCBI GI g3789954 

BLAST score • 515 

E value 2.0e-52 

Match length 96 

% identity 100 

NCBI Description (AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

Seq. No. 398568 

Seq. ID LIB3431-016-P1-K1-G7 

Method BLASTX 

NCBI GI gl899188 

BLAST score 359 

E value 4.0e-34 

Match length 132 

% identity 55 

NCBI Description (U90212) DNA binding protein ACBF [Nicotiana tabacum] 




Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



50899 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398569 

LIB3431-016-P1-K1-G8 

BLASTX 

g556409 

366 

6.0e-35 

112 

72 

(L34551) transcriptional activator protein [Oryza sativa] 
398570 

LIB3431-016-P1-K1-G9 

BLASTX 

g4886307 

662 

1.0e-69 

133 
92 

(AJ242588 ) l-deoxy-d-xylulose-5-phosphate reductoisomerase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



398571 

LIB3431-016-P1-K1-H1 

BLASTX 

gl778149 

563 

4.0e-58 

119 

93 

(U66404 ) phosphate/phosphoenolpyruvate translocator 
precursor [Zea mays] 

398572 

LIB3431-016-P1-K1-H12 

BLASTX 

g3868758 

370 

2.0e-35 

92 

77 

(D89802) elongation factor IB gamma [Oryza sativa] 
398573 

LIB3431-016-P1-K1-H2 

BLASTX 

g5306269 

256 

5.0e-22 

128 

25 

(AC006233) unknown protein [Arabidopsis thaliana] 
398574 

LIB3431-016-P1-K1-H3 

BLASTX 

g451193 

442 



50900 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-44 

100 

87 

(L28008) wali7 [Triticum aestivum] 

>gi_1090845_jprf 201948 6B wali7 gene [Triticum aestivum] 

398575 

LIB3431-016-P1-K1-H6 

BLASTX 

g3913018 

447 

2.0e-44 

90 

100 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

398576 

LIB3431-016-P1-K1-H7 

BLASTX 

gl31225 

525 

1.0e-53 

,125 
82 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398577 

LIB3431-016-P1-K1-H8 

BLASTN 

g3126853 

178 

2.0e-95 

216 

100 

Oryza sativa chlorophyll a/b binding protein {RCABP8 9) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398578 

LIB3431-016-P1-K1-H9 

BLASTX 

g5824411 

360 

3.0e-34 

121 

55 

(Z68882) Similarity to Bovine inorganic pyrophosphatase 
(SW:IPYR_BOVIN) ; cDNA EST EMBL:D66533 comes from this gene; 
cDNA EST~EMBL:D7 0345 comes from this gene; cDNA EST 
yk338a8.3 comes from this gene; cDNA EST yk338a8.5 comes 



Seq. No. 



398579 



50901 



Seq. ID LIB3431-017-P1-K1-A1 

Method BLASTX 

NCBI GI g2498465 

BLAST score 150 

E value 1.0e-09 

Match length 115 

% identity 43 

NCBI Description 28 KD HEAT- AND ACID-STABLE PHOSPHOPROTEIN (HASPP28) (PDGF 

ASSOCIATED PROTEIN) >gi_2143777_pir S62782 heat and 

acid-stable phosphoprotein, 28K - rat >gi_847785 (U26541) 

HASPP28 [Rattus norvegicus] >gi__1588241_prf 2208261A 

casein kinase II substrate [Rattus norvegicus] 



Seq. No. 398580 

Seq. ID LIB3431-017-P1-K1-A10 

Method BLASTN 

NCBI GI g2072554 

BLAST score 36 

E value 1.0e-10 

Match length 88 

% identity 85 

NCBI Description Oryza sativa metallothionein-like protein iriRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398581 

LIB3431-017-P1-K1-A12 

BLASTX 

g82080 

372 

1.0e-35 

105 

70 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_22 6872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

398582 

LIB3431-017-P1-K1-A3 

BLASTX 

g2072555 

237 

7.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398583 

LIB3431-017-P1-K1-A4 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 



50902 



>gi_6103441_gb_AAF03603.1_ 
protein [Oryza sativa] 



(AF147786) metallothionein-like 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398584 

LIB3431-017-P1-K1-A5 

BLASTX 

g!32105 

548 

3.0e-56 

122 

84 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi__218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose l fj 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 





Seq. No. 


398585 




Seq. ID 


LIB3431-017-P1-K1-A6 




Method 


BLASTX 




NCBI GI 


g510907 




BLAST score 


659 




E value 


3.0e-69 




Match length 


141 


y £ 


% identity 


80 




NCBI Description 


(Z35108) calnexin [He! 




Seq. No. 


398586 




Seq. ID 


LIB3431-017-P1-K1-A7 




Method 


BLASTX 




NCBI GI 


gl32096 




BLAST score 


228 


s 2 


E value 


2.0e-19 




Match length 


55 




% identity 


82 




NCBI Description 


RIBULOSE BISPHOSPHATE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.BOXYLASE SMALL CHAIN A PRECURSOR 

(RUBISCO SMALL SUBUNIT A) >gi_68095_pir RKRZS6 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS2106) - rice >gi_218210_dbj_BAA00539_ 
(D00644) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] 

398587 

LIB3431-017-P1-K1-A8 

BLASTX 

g2497746 

287 

1.0e-25 

88 
65 

NONSPECIFIC LIPID-TRANSFER PROTEIN 2 PRECURSOR (LTP 2) 
>gi_951334 (U31766) lipid transfer protein precursor [Oryza 
sativa] 



50903 



0 



Seq. No. 398588 

Seq. ID LIB3431-017-P1-K1-A9 

Method BLASTX 

NCBI GI g4337192 

BLAST score 292 

E value 3.0e-26 

Match length 90 

% identity 66 ~ r 

NCBI Description (AC006403) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 398589 

Seq. ID LIB3431-017-P1-K1-B1 

Method BLASTX 

NCBI GI g2072555 

BLAST score 237 

E value 9.0e-20 

Match length 44 

% identity 100 

NCBI Description (AF001396) metallothionein-like protein [Oryza sativa] 

>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

Seq. No. 398590 

Seq. ID LIB3431-017-P1-K1-B10 

Method BLASTX 

NCBI GI g733454 

BLAST score 589 

E value 4.0e-61 

Match length 124 

% identity 87 

NCBI Description (U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

Seq. No. 398591 

Seq. ID LIB3431-017-P1-K1-B11 

Method BLASTX 

NCBI GI g542200 

BLAST score 263 

E value 7.0e-23 

Match length 98 

% identity 56 

NCBI Description hypothetical protein - garden asparagus 

>gi_452714_emb__CAA54526_ (X77320) unknown [Asparagus 
officinalis] 

Seq. No. 398592 

Seq. ID LIB3431-017-P1-K1-B2 

Method BLASTN 

NCBI GI g21843 

BLAST score 96 

E value 2.0e-4 6 

Match length 312 

% identity 87 

NCBI Description Wheat PsbO mRNA for 33kDa oxygen evolving protein of 
photosystem II 



50904 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398593 

LIB3431-017-P1-K1-B3 

BLASTX 

g2618704 

619 

1.0e-64 

136 

85 

(AC002510) putative thioredoxin reductase [Arabidopsis 
thaliana] 

398594 

LIB3431-017-P1-K1-B4 

BLASTX 

gl29233 

491 

1.0e-49 

120 
82 

ORYZAIN GAMMA CHAIN PRECURSOR >gi_67646_pir KHRZOG oryzain 

(EC 3.4.22.-) gamma precursor - rice 

>gi_218185_dbj_BAA14404_ (D90408) oryzain gamma precursor 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398595 

LIB3431-017-P1-K1-B5 

BLASTX 

g5541681 

363 

1.0e-34 

133 

59 

(AL096859) putative protein [Arabidopsis thaliana] 
398596 

LIB3431-017-P1-K1-B7 

BLASTX 

gl20661 

228 

8.0e-19 

45 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398597 

LIB3431-017-P1-K1-C1 

BLASTX 

g3184098 

355 

1.0e-33 

118 

56 

(AL023777) coenzyme a synthetase [Schizosaccharomyces 
pombe] 



50905 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398598 

LIB3431-017-P1-K1-C10 

BLASTX 

g2072727 

699 

5.0e-74 

140 

97 

(Y12595) Fd-GOGAT protein [Oryza sativa] 
398599 

LIB3431-017-P1-K1-C11 

BLASTX 

g!31225 

589 

4.0e-61 

122 
93 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

398600 

LIB3431-017-P1-K1-C12 

BLASTN 

g3885891 

41 

1.0e-13 

60 
93 

Oryza sativa photosysteirt-1 F subunit precursor (PSI-F) 
mRNA, complete cds 

398601 

LIB3431-017-P1-K1-C2 

BLASTX 

g282833 

686 

2.0e-72 
143 
97 

phosphoglycerate kinase {EC 2.7.2.3) 



spinach (fragment) 



398602 

LIB3431-017-P1-K1-C3 

BLASTX 

g585421 

429 

3.0e-42 

147 

53 

LIPOXYGENASE, CHLOROPLAST PRECURSOR >gi_541879_pir JQ2391 

lipoxygenase (EC 1.13.11.12) AtLox2 - Arabidopsis thaliana 
>gi 431258 (L23968) lipoxygenase [Arabidopsis thaliana] 



Seq. No. 



398603 



50906 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-017-P1-K1-C6 

BLASTX 

g2407281 

754 

2.0e-80 
142 
99 

(AF017363) 



ribulose 1, 5-bisphosphate carboxylase small 



Seq. No. 
Seq. ID 
Method 



subunit [Oryza sativa] 
398604 

LIB3431-017-P1-K1-C7 

BLASTX 

g482311 

634 

2.0e-66 

123 
98 

photosystem II oxygen-evolving complex protein 1 - rice 

{strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

398605 

LIB3431-017-P1-K1-D10 

BLASTX 

g462195 

405 

2.0e-39 

96 

8 2 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) G0S2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 

398606 
' LIB3431-017-P1-K1-D12 
BLASTX 
gl32105 
694 

2.0e-73 

130 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-l 7 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398607 

LIB3431-017-P1-K1-D2 
BLASTX 



50907 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4581207 
504 

4.0e-51 

144 

73 

(Y17914) cyclic nucleotide and calmodulin-regulated ion 
channel [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398608 

LIB3431-017-P1-K1-D3 

BLASTX 

g3075488 

533 

2.0e-54 

120 

85 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
398609 

LIB3431-017-P1-K1-D5 

BLASTX 

g3927827 

190 

3.0e-14 

104 

43 

(AC005727) osmotin-like protein precursor [Arabidopsis 
thaliana] 



Seq. No. 


398610 


Seq. ID 


LIB3431-017-P1-K1-D6 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


292 


E value 


1.0e-163 


Match length 


308 


% identity 


99 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


398611 


Seq. ID 


LIB3431-017-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g5902390 


BLAST score 


386 


E value 


3.0e-37 


Match length 


126 


% identity 


60 


NCBI Description 


(AC008148) Unknown protein [Arab. 


Seq. No. 


398612 


Seq. ID 


LIB3431-017-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g400879 


BLAST score 


211 


E value 


6.0e-17 


Match length 


103 


% identity 


50 



50908 



NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 

(PSI-N) >gi_479690_pir S35159 photosystem I chain psaN - 

barley >gi_19095_emb_CAA47056__ (X66428) photosystem I 
subunit N [Hordeum vulgar e] 



oeq« 1NO. 




beg* ID 


T TR^4^1 -01 7-P1 - 

J_i X JD O *± -J J. vl / i X 


Method 


D-LiriO 1 A 


jMUdx bl 




bJ_tiioi score 




L value 




riatcn xciiy uii 


1 1 5 

X X %J 


% identity 




NLbx Description 




Con Mn 


398614 


Seq. ID 


LIB3431-017-P1- 


Method 


BLASTX 


NCBI GI 


gl29233 


BLAST score 


739 


E value 


1.0e-78 


Match length 


145 


% identity 


98 


NCBI Description 


ORYZAIN GAMMA < 




(EC 3.4.22.-) • 




>gi 218185 dbj 



(D90408) oryzain gamma precursor 



[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398615 

LIB3431-017-P1-K1-E10 

BLASTX 

g517500 

535 

8.0e-55 

132 

77 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398616 

LIB3431-017-P1-K1-E11 

BLASTX 

g517500 

250 

2.0e-21 

113 

48 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



398617 

LIB3431-017-P1-K1-E12 

BLASTX 

g5903092 

354 



50909 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



1.0e-33 

110 

70 

(AC008017) Highly similar to developmental protein DG1118 
[Arabidopsis thaliana] 

398618 

LIB3431-017-P1-K1-E3 

BLASTX 

gl703200 

377 

3.0e-36 

119 

62 

PROTEIN KINASE AFC2 >gi_601789 (U16177) protein kinase 
[Arabidopsis thaliana] >gi_642130_dbj_BAA08214_ (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi_4220516__emb_CAA22989_ (AL035356) protein kinase (AFC2) 
[Arabidopsis thaliana] 

■ 398619 
LIB3431-017-P1-K1-E6 
BLASTN 
g20270 
147 

8.0e-77 

162 

99 

Rice nial gene for nitrate reductase apoenzyme (exon 1-2) 
398620 

LIB3431-017-P1-K1-E7 

BLASTX 

gl!5772 

535 

6.0e-55 

101 

100 

CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 

CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 

protein 1R precursor - rice >gi_20178_emb_CAA32108_ 
(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 
[Oryza sativa] 

398621 

LIB3431-017-P1-K1-E8 
BLASTX 
g3885888 
165 

2.0e-ll 
78 
51 

(AF093632) high mobility group protein [Oryza sativa] 
398622 

LIB3431-017-P1-K1-F1 
BLASTX 



50910 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl617197 
245 

1.0e-20 

66 
73 

(Z72488) CP12 [Nicotiana tabacum] 
398 623 

LIB3431-017-P1-K1-F10 

BLASTX 

gl706260 

561 

9.0e-58 
121 
85 

CYSTEINE PROTEINASE 1 PRECURSOR 
cysteine proteinase 1 precursor 
>gi_643597_dbj_BAA08244_ (D45402 
mays] 



>gi_2118131_pir S59597 

- maize 

cysteine proteinase [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398624 

LIB3431-017-P1-K1-F4 

BLASTN 

g2773153 

418 

0.0e+00 

450 

98 

Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 



and stress-inducible protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398625 

LIB3431-017-P1-K1-F5 

BLASTN 

g2072554 

161 

3.0e-85 

161 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



398626 

LIB3431-017-P1-K1-F6 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398627 

LIB3431-017-P1-K1-F8 
BLASTX 



50911 



ft 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4585882 
611 

1.0e-63 

135 
79 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

398628 

LIB3431-017-P1-K1-G10 

BLASTX 

g68843 

342 

4.0e-32 

86 

80 

phospholipid transfer protein homolog - rice 
>gi_4139635_pdb__lRZL__ Rice Nonspecific Lipid Transfer 
Protein >gi_5107522jpdb_lBV2_ Lipid Transfer Protein From 
Rice Seeds, Nmr, 14 Structures 

398629 

LIB3431-017-P1-K1-G12 

BLASTX 

g2072555 

237 

6.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398630 

LIB3431-017-P1-K1-G2 

BLASTX 

gl32105 

595 

9.0e-62 

128 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398631 

LIB3431-017-P1-K1-G3 

BLASTX 

g2570511 

660 

2.0e-69 



50912 



Tuff * 4— irs 1 an rr^ n 

lxiBXcn xengun 


1 9fi 


% identity 


!? 0 




fAF0??7^8} chloroohvll a-b bindina protein [Oryza 


beg. wo. 




C^rr Tfl 

oeq. ID 


T,TR^4^1-017-P1-K1-G4 

llliJ Jl W X / XX ill ^> ~ 


Method 


DXifiD i A 


NCBI GI 


g2293480 


BLAST score 


337 


E value 




Jxiar.cn xengrn 


71 
/ X 


% identity 






f 1 "3 "31 \ alvcine-rich orotein TOrvza sativa] 


beg. NO. 




Qiao- T n 


T,TR^4 31 -017-P1-K1-G5 


Method 


.DlxriD I A 


NCBI GI 


g3135543 


BLAST score 


553 


E value 




Matcn xengrn 




% identity 




uescnp lxuii 


fAFOfi?"^*^} annanorin rOrvza satival 


beg. no. 




beg. xu 


T TR?d^1 -HI 7-P1 -K1 -Gfi 

LlDJrt Jl UX / il IVX UU 


Method 


jDiaAb 1 A 


NCBI GI 


g2570511 


BLAST score 


607 


E value 


0 • ue 0j 


Match length 


1 1 : 
110 


% identity 


QQ 


woox uescnpLiuii 


(AV t ()'?91'^&\ rhl nronhvll a— b bindina Drotein TOrvza 


Seq. No. 


JJO DJJ 


beg. xu 


TTD0401 -017-P1-K1-G8 

LID J^t Jl VJ X / XX 1A.X VJ*J 


Method 


OT 7\ CTV 

bXiAbiA 


NCBI GI 




BLAST score 


168 


E value 


8.0e-12 


Match length 


xu / 


% identity 


a n 


NCBI Description 


l^rir U jUj ) IlDUlUoc If J ^xo JJllwo^llo. L.C uaiyuAjxaoc 1 


0U.JJU.11xL. L^xy^ct. oauivaj 


beg. wo. 




beg. xu 


T TR^4?1 -01 7-P1 -K1 -f^O 


Method 


oXirio 1 A 


NCBI GI 


g!236961 


BLAST score 


280 


E value 


/ . ue zj 


rid L Oil xciiy Lll 


97 


% identity 


52 


NCBI Description 


(U50201) prunasin hydrolase precursor [Prunus ser 


Seq. No. 


398637 


Seg. ID 


LIB3431-017-P1-K1-H10 



50913 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3789952 

383 

3.0e-37 

85 

98 

(AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



398638 
LIB3431-017- 
BLASTX 
g5919219 



P1-K1-H11 



BLAST score 




E value 


1 . Oe-lo 


Match length 


loo 


% identity 




NCBI Description 


/ 7\ tpi Q CO "7 "5 \ 1 anni no rn ph 

[AclooZ / ieucinc ncii 




r JdIj j LrlOIiLQ odpicHoj 


Seq. No. 


398639 


Seq. ID 


LIB3431-017-P1-K1-H12 


Method 


BLASTN 


NCBI GI 


gbUlo4^> / 


BLAST score 


33 


E value 


a r\A no 


Match length 


33 


% identity 


inn 
1UU 


NCBI Description 


rioino sapiens xtHjax iiuMNri/ 


Seq. No. 


398640 


Seq. ID 


LIB3431-017-P1-K1-H2 


Method 


TUT 7\ O T»V 


NCBI GI 


g3885892 


BLAST score 


A A 1 

442 


E value 


Q A A 


Match length 


85 


% identity 


no 


jnudI Description 


\,rir \J ^? o \j O'i i y>ii.yj y o ucul 


Seq. No. 


398641 


Seq. ID 


LIB3431-017-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


426 


E value 


6.0e-42 


Match length 


82 


% identity 


99 


NCBI Description 


(AF058796) chlorophyll 


Seq. No. 


398642 


Seq. ID 


LIB3431-017-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


gll73189 


BLAST score 


220 


E value 


8.0e-18 


Match length 


42 



50914 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 

>gi_2119091__pir S58629 ribosomal protein S12 - maize 

chloroplast >gi_342619 (M17841) ribosomal protein S12 [Zea 
mays] >gi_1216141_emb_CAA60309_ (X86563) ribosomal protein 
S12 [Zea mays] 

398643 

LIB3431-017-P1-K1-H5 

BLASTN 

g4105560 

37 

5.0e-12 

37 

100 

Oryza sativa ribulose-5-phosphate-3-epimerase (RPE) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398644 

LIB3431-017-P1-K1-H6 

BLASTX 

gl617197 

305 

1.0e-27 

76 

76 

(Z72488) CP12 [Nicotiana tabacum] 
398645 

LIB3431-017-P1-K1-H7 

BLASTX 

g4126473 

252 

1.0e-21 

140 
45 

(AB014884) adenylyl cyclase associated protein [Gossypium 
hirsutum] 



Seq. No. 


398646 


Seq. ID 


LIB3431-017-P1- 


Method 


BLASTN 


NCBI GI 


g487317 


BLAST score 


97 


E- value 


5.0e-47 


Match length 


101 


% identity 


99 


NCBI Description 


Rice mRNA EN56 


Seq. No. 


398647 


Seq. ID 


LIB3431-017-P1 


Method 


BLASTX 


NCBI GI 


gll5813 


BLAST score 


171 


E value 


4.0e-12 


Match length 


40 


% identity 


80 



-H8 



50915 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330__ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

398648 

LIB3431-017-P1-N1-A4 

BLASTN 

g2072554 

361 

O.Oe+00 

369 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398649 

LIB3431-017-P1-N1-A5 

BLASTX 

g347451 

365 

6.0e-35 

69 

99 

(L22155) ribulose l f 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398650 

LIB3431-017-P1-N1-A7 

BLASTN 

g218209 

187 

1.0e-101 

235 
95 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 

398651 

LIB3431-017-P1-N1-A8 

BLASTN 

g886692 

377 

0.0e+00 

385 

99 

0. sativa mRNA for lipid transfer protein, bl 
398652 

LIB3431-017-P1-N1-B1 

BLASTN 

g2072554 

160 

8.0e-85 

244 

91 

Oryza sativa metallothionein-like protein mRNA, complete 



50916 



cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398653 

LIB3431-017-P1-N1-B10 

BLASTX 

g733454 

317 

3.0e-29 

67 

93 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

398654 

LIB3431-017-P1-N1-B2 

BLASTX 

g482311 

260 

1.0e-22 

51 

100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

398655 

LIB3431-017-P1-N1-B4 

BLASTX 

gl841466 

205 

4.0e-16 
37 
95 

(Y11003) 
tabacum] 



putative pre-pro-cysteine proteinase [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398656 

LIB3431-017-P1-N1-B5 

BLASTX 

g5541681 

182 

2.0e-13 

79 

58 

(AL096859) putative protein [Arabidopsis thaliana] 
398657 

LIB3431-017-P1-N1-C1 

BLASTX 

g586339 

182 

2.0e-13 

67 

46 

PEROXISOMAL-COENZYME A SYNTHETASE >gi_626794_pir S4 6098 

probable AMP-binding protein - yeast {Saccharomyces 
cerevisiae) >gi_536615_emb__CAA85185_ (Z36091) ORF YBR222c 
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[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398658 

LIB3431-017-P1-N1-C10 

BLASTN 

g2072726 

350 

0.0e+00 

369 

99 

O.sativa mRNA for Fd-GOGAT, partial, clone OsGog2 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398659 

LIB3431-017-P1-N1-C11 

BLASTX 

gl31225 

284 

2.0e-25 

70 
77 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605jpir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgar e] 



Seq. No. 


398660 


Seq. ID 


LIB3431-017-P1-N1-C12 


Method 


BLASTX 


NCBI GI 


g3885892 


BLAST score 


272 


E value 


5.0e-24 


Match length 


55 


% identity 


98 


NCBI Description 


(AF093634) photosystem- 1 


Seq. No. 


398661 


Seq. ID 


LIB3431-017-P1-N1-C2 


Method 


BLASTX 


NCBI GI 


g2499497 


BLAST score 


236 


E value 


8.0e-20 


Match length 


70 


% identity 


76 


NCBI Description 


PHOSPHOGLYCERATE KINASE, 




>gi 1161600_emb_CAA88841 




[Nicotiana tabacum] 


Seq. No. 


398662 


Seq. ID 


LIB3431-017-P1-N1-C3 


Method 


BLASTX 


NCBI GI 


g450231 


BLAST score 


186 


E value 


8.0e-14 


Match length 


56 



F subunit precursor [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(Z48977) phosphoglycerate kinase 



% identity 

NCBI Description 



59 



(U05041) lipoxygenase [Cuscuta reflexa] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398663 

LIB3431-017-P1-N1-C6 

BLASTX 

gl32105 

174 

1.0e-20 

57 
95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094jpir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398664 

LIB3431-017-P1-N1-C7 

BLASTX 

g482311 

175 

1.0e-12 

34 

100 

photosystem II oxygen-evolving complex protein 1 - rice 
{strain Nihonbare) >gi_739292__prf_2002393A oxygen-evolving 
complex protein 1 [Oryza sativa] 





Seq. No. 


398665 




Seq. ID 


LIB3431-017- 




Method 


BLASTX 




NCBI GI 


g4678346 




BLAST score 


187 




E value 


5.0e-14 




Match length 


44 




% identity 


77 




NCBI Description 


(AL049659) ] 




Seq. No. 


398666 




Seq. ID 


LIB3431-017 




Method 


BLASTX 




NCBI GI 


g3341699 




BLAST score 


238 




E value 


7.0e-20 




Match length 


153 




% identity 


37 




NCBI Description 


(AC003672) 



017-P1-N1-C8 



-N1-C9 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398667 

LIB3431-017-P1-N1-D10 

BLASTX 

g462195 

234 

1.0e-19 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 
100 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 

>gi 3789950 (AF094774) translation initiation factor [Oryza 

sativa] 

398668 

LIB3431-017-P1-N1-D12 

BLASTX 

g671740 

179 

4.0e-13 

34 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



398669 

LIB3431-017-P1-N1-D3 

BLASTN 

g3075487 

309 

1.0e-173 

325 

99 

Oryza sativa chlorophyll a/b-binding protein 
mRNA, complete cds 



(RCABP69) 



398670 

LIB3431-017-P1-N1-D6 

BLASTN 

gll957 

94 

2.0e-45 

209 

86 

Rice complete chloroplast genome 
398671 

LIB3431-017-P1-N1-D8 

BLASTX 

g3914466 

369 

2.0e-35 

67 

99 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_2981214 (AF052429) photosystem I complex PsaN 
subunit precursor [Zea mays] 

398672 

LIB3431-017-P1-N1-D9 

BLASTN 

g2239152 

348 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

380 

98 

O.sativa mRNA for putative T3/T7-like RNA polymerase, 
partial 

398673 

LIB3431-017-P1-N1-E1 

BLASTX 

gl29233 

240 

3.0e-26 

60 

98 

ORYZAIN GAMMA CHAIN PRECURSOR >gi__67646_pir KHRZOG oryzain 

(EC 3.4.22.-) gamma precursor - rice 

>gi_218185_dbj_BAA14404_ (D90408) oryzain gamma precursor 
[Oryza sativa] 

398674 

LIB3431-017-P1-N1-E10 

BLASTN 

g!69133 

56 

1.0e-22 

168 

83 

Zea mays precursor of the oxygen evolving complex 17 kDa 
protein mRNA, complete cds 

398675 

LIB3431-017-P1-N1-E11 

BLASTX 

g347451 

173 

2.0e-12 

33 

100 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



398676 

LIB3431-017-P1-N1-E3 

BLASTX 

gl703199 

150 

9.0e-10 

45 

62 

PROTEIN KINASE AFC1 >gi_ 
[Arabidopsis thaliana] 

398677 

LIB3431-017-P1-N1-E4 

BLASTN 

g3789953 

56 



601787 (U16176) protein kinase 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-23 

248 

82 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

398678 

LIB3431-017-P1-N1-E6 

BLASTX 

gl28186 

251 

1.0e-21 

50 
90 

NITRATE REDUCTASE 1 (NR1) >gi_824 90j?ir S07554 nitrate 

reductase (NADH) (EC 1.6.6.1) - rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398679 

LIB3431-017-P1-N1-E7 

BLASTX 

g421916 

195 

6.0e-15 

36 

100 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398680 

LIB3431-017-P1-N1-E8 

BLASTN 

g3885887 

405 

0.0e+00 

456 

97 

Oryza sativa high mobility group protein 
complete cds 



(HMG) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398681 

LIB3431-017-P1-N1-F12 

BLASTX 

g482311 

307 

4.0e-28 

61 

100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



398682 

LIB3431-017-P1-N1-F8 

BLASTX 

gll5813 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152 

6.0e-10 

33 
85 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

398683 

LIB3431-017-P1-N1-G10 

BLASTN 

gl619603 

306 

1.0e-172 

322 
99 

0. sativa mRNA for lipid transfer protein 

>gi_1667589_gb_U77295__OSU77295 Oryza sativa lipid transfer 
protein (LTP) mRNA, complete cds 

398684 

LIB3431-017-P1-N1-G12 

BLASTN 

g2072554 

290 

1.0e-162 

290 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



398685 

LIB3431-017-P1-N1-G2 

BLASTX 

gl32105 

251 

4.0e-32 

71 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398686 

LIB3431-017-P1-N1-G3 

BLASTX 

g2570511 

163 

8.0e-22 

63 

81 



50923 



NCBI Description (AF022738) chlorophyll a-b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398687 

LIB3431-017-P1-N1-G4 

BLASTX 

g482311 

193 

1.0e-14 

48 

81 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398688 

LIB3431-017-P1-N1-G5 

BLASTN 

g5381215 

116 

8.0e-59 

152 

95 

Oryza sativa rwc-2 mRNA for water channel protein, partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398689 

LIB3431-017-P1-N1-G6 

BLASTX 

g479406 

307 

3.0e-28 

66 

89 

chlorophyll a/b-binding protein - garden pea 
>gi_20671_emb_CAA49149_ (X69215) chlorophyll a/b-binding 
protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398690 

LIB3431-017-P1-N1-G8 

BLASTX 

g4741942 

221 

5.0e-18 

60 

72 

(AF134121) Lhca5 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398691 

LIB3431-017-P1-N1-G9 

BLASTX 

gl236961 

231 

3.0e-19 

64 
64 

(U50201) prunasin hydrolase precursor [Prunus serotina] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398692 

LIB3431-017-P1-N1-H2 

BLAST N 

g3885891 

207 

1.0e-113 

247 
96 

Oryza sativa photosystem-1 F subunit precursor 
mRNA, complete cds 



(PSI-F) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398693 

LIB3431-017-P1-N1-H3 

BLASTX 

g3075488 

176 

9.0e-13 

33 

100 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398694 

LIB3431-017-P1-N1-H4 

BLASTN 

g2072554 

140 

7.0e-73 

248 

88 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 
Seq. ID 

^Method 
"NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398 695 

LIB3431-017-P1-N1-H5 

BLASTN 

g4105560 

141 

2.0e-73 

190 

94 

Oryza sativa ribulose-5-phosphate-3-epimerase 
complete cds 



(RPE) mRNA, 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398696 

LIB3431-017-P1-N1-H7 

BLASTX 

g4126473 

195 

5.0e-15 

47 

81 

(AB014884) adenylyl cyclase associated protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 



398697 

LIB3431-017-P1-N1-H9 
BLASTN 
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NCBI GI 


g2267594 


BLAST score 


101 


E value 


1 Do— A Q 


Match length 


J. y 0 


% identity 


y y 




r>-rv7;=i c?^t"iv^ nl a nrvanin Drscursor. m.RNA# coniDlete cds 


beq. no. 


o yo oy o 


C on T n 

oeq. xu 


T.TR?4^1 -01 fi — PI -K1 -A1G 


Method 


DLiiAb 1 IN 


NCBI bl 


gzu / zjj^ 


BLAST score 


56 


E value 


6.0e-23 


Match length 




% identity 


Q Q 

o y 


NCBI Description 


uryza sat-iva in&tax xoT_iiiun.oj.il piuLcm uLiMNri/ uuui^icuc 




cds 


beq. No. 




beq. iu 


T TMd "31 -01 8 -Pi -K1 -Al 9 




■DXirlD i IN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1 rift i n 


Match length 


A ~7 
4 / 


% identity 


bo 


NCBI Description 


AenOpUS lacVlS CJJINii Ciune ^ /rlO X 


Seq. No. 


o n o -7 n n 

jyo /UU 


Seq. ID 


T TDQyl "31 HI Q D1 T^l — 7i X 


Method 


bliAbi A 


NCBI GI 


g4038034 


BLAST score 


273 


E value 


D . Ue - Z4 


Match length 


f O 


% identity 


c o 
Do 


NCBI Description 


/I\pnri^ QTd n T-i "U-T~> nun r^i vft+- /a in rSrahi HnriQi Q +"Via 1 1 1 
V-ft-L-UUD y O D J UnKliOWn piVOueill Li^aJJlU.opoXo Hla±±aiia J 


Seq. No. 


oyy /u± 


beq. xu 


T TU^4^1 —01 ft-Pl -PCI —7\f> 


Metnoct 








BLAST score 


1128 


E value 


1.0e-124 


Match length 


220 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 



CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

Seq. No. 398702 

Seq. ID LIB3431-018-P1-K1-B10 

Method BLASTX 

NCBI GI g2088647 

BLAST score 388 

E value 3.0e-37 
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Match length 

% identity 

NCBI Description 



127 
58 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 





Cl _ _, XT — . 

beq. No, 


O QOn AO 

39o /U3 




Seq. ID 


LIB3431-018-P1-K1-B4 




ixie tnoQ 


TIT "RCTM 






g4 / Jybu 




BLAST score 


56 




E value 


z . ue-zz 




riai-cn xengun 


GO. 

OJ 




% identity 


90 




NCBI Description 


Rice mRNA, partial homologous to glyc; 




Seq. No. 


398704 




Seq. ID 


LIB3431-018-P1-K1-B5 




Metnod 


BLASTX 


■tfKES. 
l-J 


NCBI GI 


gl839022 




BLAST score 


269 


kJ !i 


E value 


1. Oe-23 


ffn 


Match length 


65 




% identity 


71 




NCBI Description 


(Y11121) amino acid carrier [Ricinus < 




Seq. No. 


398705 




Seq. ID 


LIB3431-018-P1-K1-B7 




Method 


BLASTX 




NCBI GI 


g417154 




BLAST score 


910 




E value 


O A« AO 




Match length 


201 


0 


% identity 


90 




NCBI Description 


HEAT SHOCK PROTEIN 82 >gi 100685 pir 






protein 82 - rice {strain Taichung Na - 






>gi 20256 emb CAA77978 (Z11920) heat 






(HSP82) [Oryza sativa] 




Seq. No. 


398706 




Seq. ID 


LIB3431-018-P1-K1-B9 




Method 


BLASTN 




NCBI GI 


gll957 




BLAST score 


487 




E value 


0 . 0e+00 




Match length 






% identity 


97 




NCBI Description 


Rice complete chloroplast genome 




Seq. No. 


398707 




Seq. ID 


LIB3431-018-P1-K1-C10 




Method 


BLASTX 




NCBI GI 


gll5793 




BLAST score 


688 




E value 


1.0e-72 




Match length 


154 




% identity 


84 



S25541 heat shock 
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# 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE III PRECURSOR 

(CAB) >gi_7274 9_pir CDBH3 chlorophyll a/b-binding protein 

type III precursor - barley >gi_19023_emb_CAA44881_ 
(X63197) type III LHCII CAB precursor protein [Hordeum 
vulgare] 

398708 

LIB3431-018-P1-K1-C12 

BLASTX 

g2501578 

515 

3.0e-52 

125 

82 

ETHYLENE- INDUCIBLE PROTEIN HEVER >gi_212 9913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398709 

LIB3431-018-P1-K1-C4 

BLASTX 

gl32105 

739 

2.0e-78 

137 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_db j_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398710 

LIB3431-018- 

BLASTX 

g2497746 

380 

2.0e-36 

99 

76 

NONSPECIFIC 

>gi_951334 

sativa] 



■P1-K1-C6 



LIPID-TRANSFER PROTEIN 2 PRECURSOR (LTP 2) 
(U31766) lipid transfer protein precursor [Oryza 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



398711 

LIB3431-018-P1-K1-C7 

BLASTX 

g3789952 

252 

2.0e-21 

151 

49 



50928 



NCBI Description 



(AF094775) chlorophyll a/b-bindirig protein presursor [Oryza 
sativa] 



beq. NO. 




Seq. ID 


LIB3431-018-P1-K1-C8 


Method 


BLASTX 


K^TD T r*T 


gjyoU4 uu 


BLAbi score 


/I Q Q 


E value 


o . ue-4 y 


Match length 


1 /I o 
±4^ 


% identity 


bo 


NCBI Description 


(AC004561) putative tropinone reductase [Arabidopsis 




tnananaj 


Seq. No, 


398713 


Seq. ID 


LIB3431-018-P1-K1-D10 


Method 


DT no mxT 

BLASTN 


NCBI GI 


g4yoy460 


BLAST score 


36 


E value 


i . ue-iu 


Match length 


36 


% identity 


100 


NCBI Description 


Zea mays RACB small GTP binding protein mRNA, complete cds 


Seq. No. 


398714 


Seq. ID 


LIB3431-018-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl70131 


BLAST score 


276 


E value 


j . Ue-z4 


Match length 


75 


% identity 


65 


NCBI Description 


(Mooozzj ribosomal protein ouS subumt [Spmacia oleraceaj 


Seq. No. 


398715 


Seq. ID 


LIB34 31-018 -P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gll5813 


BLAST score 


424 


E value 


1 . Oe-41 


Match length 


118 


s identity 


/ J 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 




CAB -8 ) >gi_19182_emb_CAA33330_ (X15258) Type III 




chlorophyll a/b-binding protein [Lycopersicon esculentum] 


oeq* wo . 


J7(3 / ID 


Seq. ID 


LIB3431-018-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


782 


E value 


2.0e-83 


Match length 


170 


% identity 


91 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 



CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 



50929 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

398717 

LIB3431-018-P1-K1-D3 

BLASTX 

g548603 

690 

1.0e-72 

136 

96 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

398718 

LIB3431-018-P1-K1-D4 

BLASTX 

g!15787 

767 

9.0e-82 

169 

91 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461jpir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

398719 

LIB3431-018-P1-K1-D5 

BLASTX 

gl21343 

871 

5.0e-94 

177 

93 

GLUTAMINE SYNTHETASE SHOOT ISOZYME, CHLOROPLAST PRECURSOR 
(GLUTAMATE — AMMONIA LIGASE) (CLONE LAMBDA-GS31) 

>gi_68598_pir AJRZQD glutamate — ammonia ligase (EC 

6.371.2) delta precursor, chloroplast - rice 
>gi_20370_emb_CAA32462_ (X14246) precursor chloroplastic 
glutamine synthetase (AA -4 6 to 382) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398720 

LIB3431-018-P1-K1-D6 

BLASTX 

g2130069 

1038 

1.0e-113 

199 

96 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 



Seq. No. 



398721 



50930 



q Q /y in 

oeq* ±u 


JblDJft Jl U 10 rX rvl U / 


1 ICJ LUUU 




NCBI GI 


g4803952 


BLAST score 


461 


E value 


o . ue-4 o 


Match length 


1 1 c 
iiO 


% identity 


/ / 


LNL/DJ. UcoCyliptlOIl 


In^/UU J IiypOCIiet-lCclX pXOteUl 


oeq. jno. 




oeq. ±u 












BLAST score 


791 


E value 


2.0e-84 


Match length 


181 


% identity 


85 


NCBI Description 


PHOSPHORIBULOKINASE PRECURSOR (: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



SPHOPENTOKINASE ) ( PRKASE ) 

(PRK) >gi_100839_pir S15743 phosphoribulokinase (EC 

2.7.1.19) - wheat >gi_5924030_emb_CAB56544 . 1_ (X51608) 
phosphoribulokinase [Triticum aestivum] 

398723 

LIB3431-018-P1-K1-E12 

BLASTX 

g671740 

342 

4.0e-32 

63 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

398724 

LIB3431-018-P1-K1-E3 

BLASTX 

g2072555 ' 

237 

1.0e-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398725 

LIB3431-018-P1-K1-E7 

BLASTN 

g2331140 

279 

1.0e-155 

420 

97 

Oryza sativa water-stress inducible protein (WSI) mRNA, 
complete cds 



Seq. No, 



398726 



50931 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-018-P1-K1-E9 
BLASTX 
g320618 
746 

2.0e-79 
159 
90 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398727 

LIB3431-018-P1-K1-F10 

BLASTX 

g548605 

595 

1.0e-61 

130 
91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398728 

LIB3431-018-P1-K1-F11 

BLASTX 

gl31388 

658 

6.0e-69 

189 

72 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398729 

LIB3431-018-P1-K1-F12 

BLASTX 

g548605 

377 

3.0e-36 

78 

95 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



50932 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398730 

LIB3431-018-P1-K1-F8 

BLASTX 

g2570499 

191 

1.0e-14 

38 
100 

(AF022732) 23kDa polypeptide of photosystem II [Oryza 
sativa] 

398731 

LIB3431-018-P1-K1-G10 

BLASTX 

g5305740 

759 

8.0e-81 

186 

84 

(AF135862) precursor monofunctional aspartokinase [Glycine 
max] 

398732 

LIB3431-018-P1-K1-G11 

BLASTX 

gll5787 

691 

7.0e-73 

133 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461__pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

398733 

LIB3431-018-P1-K1-G12 

BLASTX 

g5921185 

395 

6.0e-47 

213 

50 

CYTOCHROME P450 76C1 >gi_2979548 (AC003680) putative 
7-ethoxycoumarin O-deethylase [Arabidopsis thaliana] 

398734 

LIB3431-018-P1-K1-G2 

BLASTX 

gll73347 

932 

1.0e-101 

185 
95 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) {SBPASE) (SED (1,7) P2ASE) 
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o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 

398735 

LIB3431-018-P1-K1-G4 

BLASTX 

gl32096 

803 

6.0e-86 

150 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN A PRECURSOR 

(RUBISCO SMALL SUBUNIT A) >gi_68095_pir RKRZS6 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS2106) - rice >gi_218210_dbj_BAA00539_ 
(D00644) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] 

398736 

LIB3431-018-P1-K1-G5 

BLASTX 

g6014904 

296 

1.0e-26 

74 

77 

DAG PROTEIN, CHLOROPLAST PRECURSOR 

>gi_1200205_emb_CAA65064_ (X95753) DAG [Antirrhinum majus] 
398737 

LIB3431-018-P1-K1-G6 

BLASTX 

g2501189 

643 

3.0e-67 

164 

79 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6jpir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

398738 

LIB3431-018-P1-K1-G7 

BLASTX 

g320618 

728 

3.0e-77 

156 

89 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536__ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



50934 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398739 

LIB3431-018-P1-K1-G9 

BLASTX 

g3885888 

326 

4.0e-30 

89 

76 

(AF093632) high mobility group protein [Oryza sativa] 
398740 

LIB3431-018-P1-K1-H10 

BLASTX 

g!15793 

869 

1.0e-93 

192 
85 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE III PRECURSOR 

(CAB) >gi_72749_pir CDBH3 chlorophyll a/b-binding protein 

type III precursor - barley >gi_19023_emb_CAA4 4 881_ 
(X63197) type III LHCII CAB precursor protein [Hordeum 
vulgare] 

398741 

LIB3431-018-P1-K1-H12 

BLASTX 

g710308 

987 

1.0e-107 

224 

85 

(U11693) victorin binding protein 



[Avena sativa] 



398742 

LIB3431-018-P1-K1-H3 

BLASTX 

gll3466 

282 

8.0e-25 

82 

65 

ADP,ATP CARRIER PROTEIN (ADP/ATP TRANSLOCASE) (ADENINE 

NUCLEOTIDE TRANSLOCATOR) (ANT) >gi_72020jpir XWNC ADP, ATP 

carrier protein - Neurospora crassa >gi_2977_emb_CAA25104_ 
(X00363) ADP/ATP carrier protein [Neurospora crassa] 

398743 

LIB3431-018-P1-K1-H4 

BLASTX 

g3126854 

731 

2.0e-77 

186 

80 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



50935 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398744 

LIB3431-018-P1-K1-H5 

BLASTX 

g!21530 

866 

3.0e-93 

194 

86 

(S)-2-HYDROXY-ACID OXIDASE, PEROXISOMAL (GLYCOLATE OXIDASE) 
(GOX) (SHORT CHAIN ALPHA-HYDROXY ACID OXIDASE) 

>gi_65974_pir OXSPH (S) -2-hydroxy-acid oxidase (EC 

1.1.3.15), peroxisomal - spinach >gi_229945_pdb_lGOX_ 
Glycolate Oxidase (E.C.I . 1 . 3. 1) >gi_170113 (J03492) 
glycolate oxidase (EC 1.1.3.15) [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398745 

LIB3431-018-P1-K1-H7 

BLASTX 

g3345477 

813 

4.0e-87 

201 

79 

(AB016283) carbonic anhydrase [Oryza sativa] 



Seq. No. 398746 

Seq. ID LIB3431- 

Method BLASTX 

NCBI GI g70772 

BLAST score 292 

E value 2.0e-26 

Match length 58 

|; identity 100 

SCBI Description histone 
pea 



018-P1-N1-A1 



H4 



wheat >gi_70773_pir HSPM4 histone H4 - garden 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398747 

LIB3431-018-P1-N1-A2 

BLASTX 

g3789954 

390 

1.0e-37 

72 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398748 

LIB3431-018-P1-N1-A4 

BLASTX 

g4038034 

222 

4.0e-19 

76 

68 

(AC005936) unknown protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398749 

LIB3431-018-P1-N1-A6 

BLASTX 

g!32166 

158 

1.0e-10 

31 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 
>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 
473} [Arabidopsis thaliana] 



Seq. No. 


398750 


Seq. ID 


LIB3431-018-P1-N1-A7 


Method 


BLASTX 


NCBI GI 


g4ooo_31_ 


BLAST score 


238 


E value 


5.0e-20 


Match length 


73 


% identity 


66 


NCBI Description 


(AC007153) 60811 [Arabidopsis thaliana] 


Seq. No. 


398751 


Seq. ID 


LIB3431-018-P1-N1-A8 


Method 


BLASTX 


NCBI GI 


g2326947 


BLAST score 


158 


E value 


1.0e-10 


Match length 


29 


^ xaentity 


100 


NCBI Description 


(Z50801) Chlorophyll a/b-binding protein < 




[Zea mays] 


Seq. No. 


398752 


Seq. ID 


LIB3431-018-P1-N1-A9 


Method 


BLASTN 


NCBI GI 


g2570514 


BLAST score 


259 


E value 


1.0e-143 


Match length 


332 


% identity 


97 


NCBI Description 


Oryza sativa glycolate oxidase (GOX) inRNA, 


Seq. No. 


398753 


Seq. ID 


LIB3431-018-P1-N1-B3 


Method 


BLASTX 


NCBI GI 


gll72818 


BLAST score 


179 


E value 


2.0e-25 


Match length 


67 


% identity 


97 



NCBI Description 



40S RIBOSOMAL PROTEIN S16 >gi_538428 (L36313) ribosomal 
protein S16 [Oryza sativa] >gi 1096552 jprf 21114 68A 



50937 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein S16 [Oryza sativa] 



398754 

LIB3431-018-P1-N1-B4 

BLASTN 

g2331130 

171 

2.0e-91 

191 
98 

Oryza sativa glycine-rich protein 
cds 



(0SGRP1) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398755 

LIB3431-018-P1-N1-B6 

BLASTX 

gll5813 

224 

3.0e-18 

78 

69 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 


398756 


Seq. ID 


LIB3431-018-P1 


Method 


BLASTX 


NCBI GI 


g829283 


BLAST score 


200 


E value 


1.0e-15 


Match length 


51 


% identity 


80 


NCBI Description 


(Z15018) heat 


Seq. No. 


398757 


Seq, ID 


LIB3431-018-P1 


Method 


BLASTN 


NCBI GI 


g!1957 


BLAST score 


68 


E value 


4.0e-30 


Match length 


156 


% identity 


87 


NCBI Description 


Rice complete < 


Seq. No. 


398758 


Seq. ID 


LIB3431-018-P1- 


Method 


BLASTX 


NCBI GI 


g6063542 


BLAST score 


253 


E value 


2.0e-40 


Match length 


88 


% identity 


91 


NCBI Description 


(AP000615) EST 



P1-N1-C3 



the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. (M64118) [Oryza sativa] 
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o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398759 

LIB3431-018-P1-N1-C4 

BLASTX 

g671740 

244 

8.0e-21 

58 

79 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398760 

LIB3431-018-P1-N1-C5 

BLASTX 

g548605 

338 

9.0e-32 

73 

92 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq, No. 


398761 


Seq. ID 


LIB3431-018-P1-N1-C6 


Method 


BLASTX 


NCBI GI 


g2407273 


BLAST score 


268 


E value 


1.0e-23 


Match length 


53 


% identity 


96 


NCBI Description 


(AF017359) lipid transfer pro* 


Seq. No. 


398762 


Seq. ID 


LIB3431-018-P1-N1-C8 


Method 


BLASTX 


NCBI GI 


g3980406 


BLAST score 


313 


E value 


8.0e-29 


Match length 


93 


% identity 


61 


NCBI Description 


(AC004561) putative tropinone : 




thaliana] 


Seq. No. 


398763 


Seq. ID 


LIB3431-018-P1-N1-D12 


Method 


BLASTX 


NCBI GI 


gll5813 


BLAST score 


267 


E value 


3.0e-23 


Match length 


83 


% identity 


69 



II [Oryza sativa] 



[Arabidopsis 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8 ) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



398764 

LIB3431-018-P1-N1-D2 

BLASTX 

g3036951 

243 

3.0e-27 

65 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

398765 

LIB3431-018-P1-N1-D3 

BLASTX 

g548603 

325 

3.0e-30 

63 

97 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

398766 

LIB3431-018-P1-N1-D4 

BLASTN 

g20181 

183 

2.0e-98 

190 
99 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

398767 

LIB3431-018-P1-N1-D5 

BLASTN 

g20369 

252 

1.0e-139 

263 
99 

Oryza sativa shoot GS2 mRNA for chloroplastic glutamine 
synthetase (EC 6.3.1.2) (clone lambda-GS31) 
>gi_2170909__dbj_E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 

398768 

LIB3431-018-P1-N1-D6 

BLASTN 

g20191 

430 

0.0e+00 

466 

98 
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NCBI Description O.sativa mRNA for catalase 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398769 

LIB3431-018-P1-N1-E1 
BLASTX 
g3913641 
434 

1.0e-60 
126 
96 

FRUCTOSE-1, 6-BISPHOSPHATASE, 
(D- FRUCTOSE- 1, 6 -BIS PHOSPHATE 
>gi_3041777_dbj_BAA25423_ (AB007194) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
1-PH0SPH0HYDR0LASE) (FBPASE) 



398770 

LIB3431-018-P1-N1-E10 

BLASTN 

g21838 

67 

3.0e-29 

204 

85 

T.aestivum PRK gene for ribulose-5-phosphate kinase 
398771 

LIB3431-018-P1-N1-E11 

BLASTX 

g2864617 

200 

2.0e-15 

85 

53 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] >gi_5730141__emb_CAB52473 . 1_ 
(AJ245574) ATP synthase beta chain precursor (subunit II) 
[Arabidopsis thaliana] 

398772 

LIB3431-018-P1-N1-E12 

BLASTX 

g671740 

284 

3.0e-25 

63 

84 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



398773 

LIB3431-018-P1-N1-E2 

BLASTX 

g2407279 

279 

4.0e-42 

94 

93 
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NCBI Description (AF017362) aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398774 

LIB3431-018-P1-N1-E3 

BLASTN 

g2072554 

455 

0.0e+00 

483 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. - No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398775 

LIB3431-018-P1-N1-E5 

BLASTX 

g2582822 

285 

3.0e-34 

90 

82 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 

398776 

LIB3431-018-P1-N1-E7 

BLASTN 

g2331130 

162 

6.0e-86 

254 

91 

Oryza sativa glycine-rich protein (OSGRP1) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398777 

LIB3431-018-P1-N1-E9 

BLASTX 

g3036951 

291 

3.0e-26 

56 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

398778 

LIB3431-018-P1-N1-F1 

BLASTN 

g2072554 

140 

7.0e-73 

272 

88 

Oryza sativa metallothionein-like protein mRNA f complete 
cds 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



398779 

LIB3431-018-P1-N1-F10 

BLASTX 

g548605 

368 

3.0e-35 

76 

95 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

398780 

LIB3431-018-P1-N1-F11 

BLASTX 

g482311 

297 

3.0e-41 

91 

99 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

398781 

LIB3431-018-P1-N1-F5 

BLASTN 

g20369 

382 

0.0e+00 

382 

100 

Oryza sativa shoot GS2 mRNA for chloroplastic glutamine 
synthetase (EC 6.3.1.2) (clone lambda-GS31) 
>gi_2170909_dbj_E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 

398782 

LIB3431-018-P1-N1-F7 

BLASTX 

gl477428 

294 

2.0e-26 

59 

97 

(X99623) alpha-tubulin 1 [Hordeum vulgare] 
398783 

LIB3431-018-P1-N1-F8 

BLASTX 

g4079798 

298 

8.0e-43 

93 

88 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 

398784 

LIB3431-018-P1-N1-G10 

BLASTX 

g4376158 

227 

2.0e-18 

75 
63 

(X98873) aspartate kinase [Arabidopsis thaliana] 
398785 

LIB3431-018-P1-N1-G11 

BLASTX 

g421916 

154 

3.0e-10 

29 

97 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 

398786 

LIB3431-018-P1-N1-G4 

BLASTN 

g218209 

57 

2.0e-23 

153 
85 

Oryza sativa mRNA for the small subunit of 

ribulose-l,5-bisphosphate carboxylase, complete cds, clone 
pOSSS2106 

398787 

LIB3431-018-P1-N1-G7 

BLASTX 

g3036951 

282 

3.0e-25 

54 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

398788 

LIB3431-018-P1-N1-G8 

BLASTX 

g5262756 

221 

5.0e-27 

80 
75 

(AL080283) putative protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398789 

LIB3431-018-P1-N1-G9 

BLASTN 

g3885887 

365 

0.0e+00 

365 

100 

Oryza sativa high mobility group protein 
complete cds 



(HMG) mRNA, 



398790 

LIB3431-018-P1-N1-H10 

BLASTX 

gll5794 

542 

2.0e-55 

114 

90 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 
III CAB-13) >gi_72748_pir_CDT033 chlorophyll a/b-binding 
protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 



Seq. No. 


398791 


Seq. ID 


LIB3431-018-P1-N1-H12 


Method 


BLASTN 


NCBI GI 


g710307 


BLAST score 


36 


E value 


1.0e-10 


Match length 


52 


% identity 


92 


NCBI Description 


Avena sativa victorin binding protein 


Seq, No. 


398792 


Seq. ID 


LIB3431-018-P1-N1-H2 


Method 


BLASTX 


NCBI GI 


g3881189 


BLAST score 


146 


E value 


2.0e-15 


Match length 


93 


% identity 


43 


NCBI Description 


(Z99281) similar to ADP-ribosylation : 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



EMBL:C08179 comes from this gene; cDNA EST EMBL:C08337 
comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDNA EST y 

398793 

LIB3431-018-P1-N1-H4 

BLASTX 

gll5802 

195 

5.0e-15 

40 

90 
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NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE I 

CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 

a/b-binding protein (cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 



C orr Mrs 
ot=q. 1NU . 


jjo / y % 


Qorr T Pi 


-LJ-JD J 4 Jl — U lo - irl — JN± — nj 




J-)±Jrt.O 1 LN 


mpdt nr 


gzo / U0 X4 


jDjuiio i score 


ZOO 


Hi vdxu.tr 


1 np-1 Afi 
j. • ue — _L ft o 






^ JL LI till UlLy 


QP 

-70 


NCBI Description 


Oryza sativa glycolate oxidase (GOX) : 


oeq. jno . 


-j ye / yo 




T TT3^4*51 —HI Q — Dl _\T1 — U£ 


Method 


BLASTX 


NCBI GI 


g5042409 


BLAST score 


148 


E value 


3.0e-09 


Match length 


39 


% identity 


72 


NCBI Description 


(AC006193) Putative membrane related ; 




thaliana] 


Seq. No. 


398796 


Seq. ID 


LIB3431-018-P1-N1-H7 



mRNA, complete cds 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g606817 

188 

5.0e-25 

61 

78 

(U08404) carbonic anhydrase [Oryza sativa] 
>gi_5917783_gb_AAD56038.1_AF182806_l (AF182806) carbonic 
anhydrase 3 [Oryza sativa] 

398797 

LIB3431-018-P1-N1-H8 

BLASTN 

g4206059 

34 

2.0e-09 

34 

100 

Homo sapiens map 20ql3.3; 51cR from D20S173 repeat region, 
complete sequence 

398798 

LIB3431-019-P1-K1-A10 

BLASTN 

g2072554 

239 

1.0e-132 
239 
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% identity 100 

NCBI Description Oryza sativa metailothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398799 

LIB3431-019-P1-K1-A11 

BLASTX 

gl085987 

231 

2.0e-19 

45 

98 

light harvesting chlorophyll a 
spruce >gi_607148 emb CAA57407 



protein precursor - Norway 
(X81808) light harvesting 



chlorophyll a /b-binding protein Lhcbl*l [Picea abies] 
398800 

LIB3431-019-P1-K1-A12 

BLASTN 

g4761113 

47 

3.0e-17 

51 

98 

Allium grayi 5S ribosomal RNA gene, complete sequence 
398801 

LIB3431-019-P1-K1-A4 

BLASTX 

g3789954 

691 

4.0e-73 

127 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

398802 

LIB3431-019-P1-K1-A5 

BLASTX 

gl26894 

535 

1.0e-54 

137 

78 

MALATE DEHYDROGENASE , GLYOXYSOMAL PRECURSOR 

>gi_319832_pir DEPUGW malate dehydrogenase (EC 1.1.1.37) 

precursor, glyoxysomal - watermelon >gi_167284 (M33148) 
glyoxysomal malate dehydrogenase precursor (EC 1.1.1.37) 
[Citrullus vulgaris] 

398803 

LIB3431-019-P1-K1-A6 

BLASTX 

g5442410 

390 

1.0e-37 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137 
57 

(AF159254) ascorbate peroxidase [Zantedeschia aethiopica] 
398804 

LIB3431-019-P1-K1-A7 

BLASTX 

g320618 

689 

9.0e-73 

150 

87 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 


*i r\ r\ /"i e\ t~ 

398805 


Seq. ID 


LIB34 31-01 9-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2982453 


BLAbT score 


149 


E value 


y . ue-io 


\A ^ -f- r~t \~\ J x~> i^i 4— \-\ 

l v ItiLdl XcIlyL.n. 


i n 

1 1 


% identity 


c; o 

JO 


NCBI Description 


(AL022223) f ructose-bisphosphate aldolase-like prot* 




[Arabidopsis thaliana] 


Seq. No. 


f\ ft ft f\ /- 

398806 


Seq. ID 


LIB34 31-01 9-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2809245 


BLAST score 


298 


E value 


6.0e-27 


Match length 


78 


% identity 


72 


NCBI Description 


(AC002560) F21B7.14 [Arabidopsis thaliana] 


Seq. No. 


398807 


Seq. ID 


LIB3431-019-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4038594 


BLAST score 


280 


E value 


8.0e-25 


Match length 


84 


% identity 


62 


NCBI Description 


(AJ222798) tDETl protein [Lycopersicon esculentum] 




>gi_4454332_emb_CAA11914_ (AJ224356) tDETl protein 




[Lycopersicon esculentum] 


Seq. No. 


398808 


Seq. ID 


LIB3431-019-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3885882 


BLAST score 


390 


E value 


7.0e-38 
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Mat 1 pVi T oti rr~\~ 

ruduuii iciiyi-ii 


1 A 




1 nn 

1UU 




Vrirujooz^j liioivjaiiic pyropnospnat. ase turyza sacivaj 


G a a- "K.7 a 
OcCJ. 1NO. 


jyoou y 


• J.LS 


T TR*34*31 —01 Q — PI — "&H _RA 
J_iXOOftJj. U± j rl fvl 


Method 




NCBI GI 


Q4585882 


BLAST score 


590 


E value 


3.0e-61 






$£■ A rJorif 1 4-tt 

15 iGenuiuy 


/ O 


LNv^rsi uescr ip u ion 


lAuuuoooU; Fbi type ill chlorophyll a/b-bmdmg protein 




L Aran i oops is tnananaj 


Q A A \7 A 

ocq. tNO . 




O t: L£ • _L D 


jjIBO 4jI Ul" rl nl do 


Mf^"h H or! 


dt aqqiy 


NCBI GI 


g2921158 


BLAST score 


554 


E value 


4 . ue— o / 


L v id.i-Cii leng T,n 


1 00 


lCLentiny 


Q Q 

0 y 




liiEUzzyuy; uipu [/iraDiaopsis tnaiianaj 


oeq. JNO . 


0QQ01 1 
oyooii 


oeq. ±u 


TTTa^^^T— ni q di vi m 
Jj±nJ4ol~Uiy— rl— J\l — B / 




jDlirlO i A 


NCBI GI 


g320618 


BLAST score 


753 


E value 


3.0e-80 


Match length 


142 


% identity 


99 


NCBI Description 


chlorophyll a/b-binding protein I precursor - rice 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

398812 

LIB3431-019-P1-K1-B8 

BLASTX 

g!32105 

427 

3.0e-42 

103 

83 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398813 

LIB3431-019-P1-K1-B9 

BLASTX 

g2982453 

568 

1.0e-58 

129 

86 

(AL022223) f ructose-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 

398814 

LIB3431-019-P1-K1-C1 

BLASTX 

gl26201 

409 

6.0e-40 

117 

68 

3-ISOPROPYLMALATE DEHYDROGENASE PRECURSOR (BETA-IPM 

DEHYDROGENASE) (IMDH) (3-IPM-DH) >gi_8167 6_pir S20510 

3-isopropylmalate dehydrogenase (EC 1.1.1,85) precursor 
rape >gi_17827_emb_CAA42596_ (X59970) 3-isopropylmalate 
dehydrogenase [Brassica napus] 



Seq. No. 


398815 


Seq. ID 


LIB3431-019-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g5031281 


BLAST score 


345 


E value 


2.0e-32 


Match length 


115 


% identity 


60 


NCBI Description 


(AF139499) unknown [Prunus 


Seq. No. 


398816 


Seq. ID 


LIB3431-019-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3292814 


BLAST score 


248 


E value 


4.0e-21 


Match length 


117 


% identity 


44 


NCBI Description 


(AL031018) putative protein 


Seq. No. 


398817 


Seq. ID 


LIB3431-019-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


9.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein- 



>gi_6 1 0344 l_gb_AAF0 3 6 0 3 . 1_ 
protein [Oryza sativa] 



(AF147786) metallothionein-li 



50950 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398818 

LIB3431-019-P1-K1-C4 

BLASTX 

g3913018 

712 

2.0e-75 

136 

99 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

398819 

LIB3431-019-P1-K1-C5 

BLASTX 

g3776005 

372 

1.0e-35 

76 

95 

(AJ010466) RNA helicase [Arabidopsis thaliana] 
398820 

LIB3431-019-P1-K1-C6 

BLASTX 

g3776005 

287 

1.0e-25 

76 

78 

(AJ010466) RNA helicase [Arabidopsis thaliana] 
398821 

LIB3431-019-P1-K1-C7 

BLASTX 

gll73347 

473 

2.0e-47 

107 

89 

SEDOHEPTULOSE-1, 7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED ( 1 , 7 ) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 

398822 

LIB3431-019-P1-K1-C8 

BLASTX 

gl32105 

538 

4.0e-55 

120 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RECRZS9 



50951 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398823 

LIB3431-019-P1-KX^^%- ^ - - — ^ ~ " 

BLASTX *' . 

g2239089 

218 

1.0e-17 

100 
41 

( Z8 4 3 8 6 ) anthranilate N-hydroxycinnamoyl /benzoyltrans f erase 
[Dianthus caryophyllus] >gi_3288180_emb_CABll 4 66__ (Z98758) 
anthranilate N-hydroxycinnamoyl /benzoyltrans f erase 
[Dianthus caryophyllus] 



oeq. no* 




oeq. ±u 


Llbo4ol-Uiy-Pl-Kl-D10 


i v jetfioci 


"DT 7\ O rpv 

J3J_iA.o I A 


NCBI GI 


gl835731 


BLAST score 


512 


E value 


4 . Oe-52 


Match length 


97 


% identity 


100 


NLBi Description 


(U86018) photosystem II 10 kDa polypeptide 


Seq. No. 


398825 


Seq. ID 


LIB3431-019-P1-K1-D11 


Method 


BLAST N 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


47 


% identity 


65 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


398826 


Seq. ID 


LIB3431-019-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


588 


E value 


5.0e-61 


Match length 


108 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase 




construct] 


Seq. No. 


398827 


Seq. ID 


LIB3431-019-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g2501646 


BLAST score 


631 



50952 



o 



E value 
Match length 
% identity 
NCBI Description 



5.0e-66 

139 

91 

UROPORPHYRINOGEN DECARBOXYLASE (UPD) 

>gi_1362169_pir S55733 uroporphyrinogen decarboxylase - 

barley >gi_1016347_emb_CAA58039_ (X82832) uroporphyrinogen 
decarboxylase [Hordeum vulgare] 













DJLiiiol JN 




y DU J.O ft 0 / 






E value 


7.0e-12 


Match length 


38 


% identity 


1UU 


inudi uescriptzion 


Homo sapiens PEX1 niRNA, complete 


oeq. jno. 




Seg. ID 


LIB34 31-01 9-P1-K1-D5 


Method 


BLASTN 


JNCdX bl 


goozi /ou 


dxrioi score 


jo 




1 . ue xu 


Match length 


47 


% identity 


66 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


398830 


Seq. ID 


LIB3431-019-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl!5787 


BLAST score 


508 


E value 


1.0e-51 


Match length 


117 


% identity 


87 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

398831 

LIB3431-019-P1-K1-D8 

BLASTX 

gl32105 

609 

2.0e-63 

131 

88 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 



50953 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sativa] >gi_226375_prf 1508 25 6A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398832 

LIB3431-019-P1-K1-D9 
BLASTX 
g320618 
380 

2.0e-36 

96 : : - - . 

83 

chlorophyll a/b-binding protein I 
>gi_218172__dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light -harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398833 

LIB3431-019-P1-K1-E1 

BLASTX 

g4874311 

433 

8.0e-43 

132 

66 

(AC006053) unknown protein [Arabidopsis thaliana] 
398834 

LIB3431-019-P1-K1-E10 

BLASTX 

g5103831 

221 

6.0e-18 

66 

64 

(AC007591) ESTs gb_H37032, gb_R6425, gb_Z34651, gb_N37268, 
gb_AA7 13172 and gb_Z34241 come from this gene. [Arabidopsis 
thaliana] 

398835 

LIB3431-019-P1-K1-E11 

BLASTX 

gl076724 

601 

2.0e-62 

127 

84 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA5 904 9_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgar e] 

398836 

LIB3431-019-P1-K1-E3 

BLASTX 

gl871192 

288 

9.0e-26 



50954 



€1 



Match length 137 
% identity 45 

NCBI Description (U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 


398837 


oeq. iu 


lil DO 4 Oi Ul )? ri f\.l J! 4 


Tv/T^+- 1"! «""\ i"J 

i*ie inoa 


DlifiO 1 A 


IN^-Dl (al 








E value 


1 • ue— zo 


jxiaucn lengtn 


yu 


is iuent.iuy 


DO 








[Arabidopsis thaliana] 


oeq. NO . 


jyt5 OJO 


oeq, ( id 


LltSo4 Jl-Uiy-rl-Jxl-Jko 


Method 


BLASTN 


INCdI bl 


gouio4o / 


BLAST score 


39 


E value 


2 . Oe-12 


Marcn lengtn 


jy 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


398839 


Seq. ID 


LIB3431-019-P1-K1-E6 


Method 


BLASTX 


VTPDT f~*T 

NUol bl 


gzzyo4oii 


BLAST score 


416 


E value 


/ . Ue-41 


Match length 




% identity 


y4 


jnudi Description 


vAruiiooij giycine~ricn protein L^^-y^a sauiva 


Seq. No. 


398840 


oeq. iu 


lilt>o4ol— Uiy-rl— ixl-L / 


Method 


BLASTX 


NCBI GI 


g2623298 


BLAST score 


CIO 

Slz 


E value 


5 . Oe-52 


Match length 


143 


% identity 


£ A 


NCBI Description 


(AC002409) putative 4— alpha— glucanotransf eras* 




■("Vial t an a 1 
X. fl a. ±± alia. J 


Seq. No. 


398841 


Seq. ID 


LIB3431-019-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl076746 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


30 


% identity 


97 


NCBI Description 


heat shock protein 70 - rice (fragment) 



>giJ763160_emb_CAA47948_ (X67711) heat shock protein 70 



50955 



o 



[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398842 

LIB3431-019-P1-K1-F1 

BLASTX 

gl34034 

261 

1.0e-22 

110 

50 

30S RIBOSOMAL PROTEIN S30, CHLOROPLAST PRECURSOR (CS-S5) 
(CSS) (S22) (RIBOSOMAL PROTEIN 1) (PSRP-1) 

>gi_279640_pir R3SPS5 ribosomal protein CS-S22 precursor, 

chloroplast - spinach >gi__12316__emb_CAA41960_ (X59270) 
chloroplast ribosomal protein S22 [Spinacia oleracea] 
>gi_18031_emb_CAA33403_ (X15344) spinach S22 r-protein 
[Spinacia oleracea] 



Seq. No. 


398843 


Seq. ID 


LIB3431-019-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


439 


E value 


2.0e-43 


Match length 


104 


% identity 


82 


NCBI Description 


(AF058796) chlorophyll a/b-] 


Seq. No. 


398844 


Seq. ID 


LIB3431-019-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3914005 


BLAST score 


314 


E value 


8.0e-29 


Match length 


70 


% identity 


89 


NCBI Description 


MITOCHONDRIAL LON PROTEASE : 



(U85494) LON1 protease 



HOMOLOG 
[Zea mays] 



1 PRECURSOR >gi_1816586 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398845 

LIB3431-019-P1-K1-F2 

BLASTX 

gl777961 

482 

2.0e-48 

152 

62 

(U56406) 
vulgare] 



methyl jasmonate-inducible lipoxygenase 2 [Hordeum 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398846 

LIB3431-019-P1-K1-F4 

BLASTX 

g82080 

336 

2.0e-31 
95 



50956 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

398847 

LIB3431-019-P1-K1-F5 

BLASTX 

g2130082 

260 $ 

2.0e-22 

128 

41 

protein kinase Xa21 (EC 2.7.1. 
(U37133) receptor kinase-like 

>gi_2586085 (U72723) receptor kinase-like protein [Oryza 

longistaminata] >gi_158 64 08_prf 2203451A receptor 

kinase-like protein [Oryza sativa] 



■) - rice >gi_1122443 
protein [Oryza sativa] 



O «■ XT — 

beq. No. 


398848 


beq. ID 


LIB3431-019-P1-K1-F6 


-f- Vi 

ixie inoa 


r>T 7\ C T 1 V 
b Lifib I A 




g /luouo 


BLAST score 


716 


E value 


7.0e-76 


Match length 


loo 


% identity 


O Q 
OO 


NCBI Description 


(U11693) victonn binding ] 


Seq. No. 


398849 


Seq. ID 


LIB34 31-01 9-P1-K1-F7 


Method 


BLASTX 




g oiz ooo4 


BLAST score 


583 


E value 


2.0e-60 


Match length 


111 


% identity 


98 


NCBI Description 


(AF061577) chlorophyll a/b 


Seq. No. 


398850 


Seq. ID 


LIB3431-019-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


531 


E value 


3.0e-54 


Match length 


101 


% identity 


100 


NCBI Description 


(U86018) photosystem II 10 


Seq. No. 


398851 


Seq. ID 


LIB3431-019-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


500 


E value 


1.0e-50 


Match length 


117 


% identity 


83 



50957 



o 



NCBI Description (AF058796) chlorophyll a/b-binding protein [Oryza sativa] 





«J U \J sJ 


Qr^pr TO 
ocy • J- u 


T.TR34 31 -0T Q 

JJJ.DJ4 Jl U X -7 


Method 


BLASTX 


NCBI GI 


g4996602 


DT 7\ QT <2rTirG* 
DluiO ± auUIc 


JlD 


Hi V d-L U.C 


e; (1p-9Q 

O . Ut5 Z .7 


TViTra "H /~* 1 ^t*> /T+ - lo 


-Lfi Z 


& i HPTlt" 1 1" \7 


so 

•J \J 


vi\^n± uescnpLion 


f Tl T5 fi 9 9 9 7 "3 \ 
Vrir>UZ ZZ / O ; 




LaDacuiu j 


Sea No 


398853 


Seq. ID 


LIB3431-019- 


Method 


BLASTX 


KfPRT CZT 

JLN\_/,D-L. Ul 








E value 




Lid. L. l_*ll XdiyL.ll 




Q- 1 ✓J ^ -fi ^ t t 

■3 iaeni.XL.y 




NCBI Description 


/7\T1T7919\ 1 
/ZiZ } J 


uC^i IN (J * 


3Qfifi 


Seq, ID 




Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


380 


E value 


4.0e-44 


Match length 


108 


% identity 


86 


NCBI Description 


chlorophyll 



-GI 



thylakoid-bound ascorbate peroxidase [Nicotiana 



b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398855 

LIB3431-019-P1-K1-G7 

BLASTX 

g!32105 

390 

3.0e-52 

125 

81 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 



398856 

LIB3431-019-P1-K1-G8 



50958 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4506221 

206 

3.0e-16 

102 
45 

proteasome (prosome, macropain) 26S subunit, non-ATPase, 12 
>gi_1945611_dbj_BAA19749_ (AB003103) 26S proteasome subunit 
p55 [Homo sapiens] 



oeq. no. 




oeq. id 


TTnT/lTl mQ D1 Tf"\ LIT 








rf4fl7QPnn 

y *t u / jouu 


BLAST score 


502 


E value 


7.0e-51 


Match length 


1U1 


% identity 




NCBI Description 


(AF052503) S-phase-specif ic ribosomal protein [Oryza 




sativa] 


Seq. No. 


o o n a it n 

398858 


Seq. ID 


LIBJ4 Jl-Oiy-Pl-Kl-Hll 


Method 


DT 7\ o mv 


Nbbl bl 


gJoooooz 


BLAST score 


317 


E value 


2.0e-29 


Match length 


83 


% identity 


75 


NCBI Description 


(AF093629) inorganic pyrophosphatase [Oryza sativa] 


Seq. No. 


398859 


Seq. ID 


LIB3431-019-P1-K1-H2 


Method 


BLASTX 


NLbl bl 


goyuouy^ 


Diino i ov_.vj.lc 




E value 


8.0e-37 


Match length 


114 


% identity 


72 


NCBI Description 


(AC008017) Highly similar to developmental protein DG1118 




[Arabidopsis thaliana] 


Seq. No. 


398860 


Seq. ID 


LIB3431-019-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3885888 


BLAST score 


316 


E value 


5.0e-29 


Match length 


142 


% identity 


52 


NCBI Description 


(AF093632) high mobility group protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



398861 

LIB3431-019-P1-K1-H5 

BLASTX 

g3885882 

409 



50959 





ill v ai lac 


3 Oe-42 




rJatoii xtriiy Hi 


.j 






QR 






\ric u J JUt, xiivj j_ y ciiiXL* y i. \jy>ii\j o^iia. Laoc L wx _y a. oauivaj 




d e q . jn o . 






QCL^ • XL/ 


JjlDJi Jl U X -7 XT X JAX 11 vj 






BLASTX 




■ -■ NCBI GI 


g2795806 




BLAST score 


498 




E value 


o no- sn 

A.Uc JU 




Ma "t~ ^Vl 1 AT") /T"t~ V* 

iMdUOii xciiy Lii 


X*£ X 




is luentity 


70 






fZif ,, 003£'74^ nn Vt^otaTT* "Pi pi n f Zi rah t rlpno qi q +*Vial n ona 1 

^ \J \J *-S\J 1 *± J Lili.JS.iiL-/ WII y>±. \J L. CX11 |_ .ttX CtU X LAL>£J o X O L. HO. X X CLUCl J 




Qa/-t KT/-\ 
OSCJ * 1NO . 






JC4 * X u 


LTR3431 -01 Q-P1 -K1 -H7 

iJlDJIJi U X .7 JT X JAX 11/ 




Method 


BLASTX 




NCBI GI 


gll64988 




BLAST score 


345 




Hi V <3.X L1G 


• L/C 


:S 


ructuLvii xciiy lii 


194 




•5 lQ.eilL.XLy 




•4*: 


IhL^-D X L/tJo L»X ' LVjll 


\Aj4 J JJ ; lUIvJ Jl JL. 1_ OCtOL-.IiClX VJILLYL^eo LCIC VlDldC J 


Q 


beg. INO. 


Q QQ OCA 




Qorr TPl 
Oc(j ( XJJ 


T TR^4"31 —01 Q— Pi — PT1 —HQ 


^ v: 


L 1C LiiUU 


DliriiJ 1 




INL^ol lax 


o Do 




rsiiiio l score 


^^i 
DDI 




W \tz* 1 


1 . Oe-69 


Is™ 


i v ia.T-cn xengun 






% identity 


95 


.it" 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 








zz 
O ■ 




>gi 322416__pir S28172 ribulose-bisphosphate carboxy. 






activase - cucuitioer >gx xo^o4 enuD /yuo ;ad/d/4j 






T'nV'n cpn a o"t~ n o o f Pnpnin n q oaf i t7H c 1 

1 UJJXOL>U ClL< LX VCtOC \_ \^ LILv LLLUX O Od.LJ.vUC J 




Qq/* "NT a 

oeq. LNO. 


oyoODO 






T.TR34 31-01 Q-P1 -T\I1 -ai 0 

lliD J4 Ji L/X^ ITX INX n.1 VJ 




Method 


BLASTN 




NCBI GI 


g2072554 




BLAST score 


233 




E value 


1.0e-128 




Match length 


237 




% identity 


100 



NCBI Description Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398866 

LIB3431-019-P1-N1-A11 

BLASTX 

gl085987 

231 

2.0e-19 

45 



50960 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

light harvesting chlorophyll a protein precursor - Norway 
spruce >gi_607148_emb_CAA57407_ (X81808) light harvesting 
chlorophyll a /b-binding protein Lhcbl*l [Picea abies] 

398867 

LIB3431-019-P1-N1-A2 

BLASTN 

g218207 

161" 

2.0e-85 

245 

91 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 

398868 

LIB3431-0i9-Pl-Nl-A4 

BLASTX " 

g3789954 

390 

1.0e-37 

72 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 


398869 


Seq. ID 


LIB3431-019-P1-N1-A6 


Method 


BLASTX 


NCBI GI 


g5442410 


BLAST score 


179 


E value 


5.0e-13 


Match length 


78 


% identity 


49 


NCBI Description 


(AF159254) ascorbate peroxidase 


Seq. No. 


398870 


Seq. ID 


LIB3431-019-P1-N1-A7 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


409 


E value 


6.0e-40 


Match length 


77 


% identity 


100 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

398871 

LIB3431-019-P1-N1-A9 

BLASTX 

g2191138 

287 
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^^^^ 



E value 1.0e-25 
Match length 64 
% identity 83 

NCBI Description (AF007269) A_IG002N01. 18 gene product [Arabidopsis 
thaliana] 





^ QP ft 7 9 


C Q rf TPi 

oeg. ±u 




i iC LilUU 




JNursl \j± 


gzo uyz4o 


bij/iDi score 


Zoo 


VdlUc 


^ Ho— 9 R 






o ±UCiiLx 


o o 


IN^BJ. UcoCIiptlOU 


i/iuuuzoou; rziD/.ifi L^raoiaopsis rnaiianaj 


Seq. No. 


398873 


oeq. lu 


T TQ^yi "31 Q D1 Ml 1311 


Method 


nj T\ p rpv 

BLAbTX 




g40ibby4 


t5j_iH.o i score 


9*3 "5 


E value 


2 . Oe-19 


Match length 


67 


% identity 


D J 


jn\— di uescription 


\f-ijzzz /yoj zu&iL protein [.Lycopersicon esculentum] 




>gi_4 4o4ooZ_emo_CAAliyi4 (AJzZ4ooo) tDETl protein 




[Lycopersicon esculentum] 


Seq. No. 


398874 


Seq. ID 


LIB3431-019-P1-N1-B12 


Method 


BLASTN 


NCBI GI 


g3885881 


BLAST score 


345 


E value 


0.0e+00 


Match length 


373 


% identity 


98 


NCBI Description 


Oryza sativa inorganic pyrophosphatase (IPP) mRNA, 




cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398875 

LIB3431-019-P1-N1-B4 

BLASTX 

gll5813 

176 

1.0e-12 

41 

80 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398876 

LIB3431-019-P1-N1-B6 

BLASTX 

g461753 

406 

1.0e-39 
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o 



Match length 

% identity 

NCBI Description 



103 
77 

ATP- DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

PRECURSOR >gi_419773_pir S31164 ATP-dependent ClpB 

proteinase regulatory chain homolog precursor, chloroplast 
- garden pea >gi_169128 (L09547) nuclear encoded precursor 
to chloroplast protein [Pisum sativum] 



Seq. No. 


o n o o "7 *? 


beq. IJJ 


LIB34 Jl-Uly-Pl-Nl-B / 


Method 


TIT 7V CHlVf 

BLASTN 


NCBI GI 


g20181 


jbixfioi score 




TP TT ^ 1 11 /~\ 

£i value 


o . ue / i 




1 Rfl 


% identity 


98 


NCBI Description 


Rice cab2R gene for light harvesting chlorophyll 




a/b-binding protein 


Seq. No. 


398878 


Seq. ID 


LIB34 31-01 9-P1-N1-B8 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


363 


E value 


2 . Oe-34 


Match length 


72 


% identity 


94 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 


Seq. No. 


398879 


Seq. ID 


LIB3431-019-P1-N1-C11 


Method 


BLASTX 


NCBI GI 


g5031281 


JtsiiAbi score 


O *3 *7 


E value 


o Art o ri 

y . ue-zu 


Match length 


51 


% identity 


80 


NCBI Description 


(AF1394 99) unknown [Prunus armeniaca] 


Seq. No. 


398880 


Seq. ID 


LIB3431-019-P1-N1-C3 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


282 


E value 


1.0e-157 


Match length 


286 


% identity 


100 


NCBI Description 


Oryza sativa metallothionein-like protein mRNA, complete 




cds 


Seq. No. 


398881 


Seq. ID 


LIB3431-019-P1-N1-C4 


Method 


BLASTN 


NCBI GI 


g218154 


BLAST score 


50 


E value 


4.0e-19 
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Match length 

% identity 

NCBI Description 



78 
91 

Oryza sativa gene for cytoplasmic aldolase, complete cds, 
clone :A1 dp 



oeg. ino . 


"5QQQQO 


oeg. ±u 




Method 


DT 7\ OT»V 

dJjAo 1a 




go / / duu j 


tsjj/ioi score 




E value 


a no 1 1 
o . ue~±± 


ft/T^S +- /^Vl 1 r> in 4- Vn 

L v ld.L.C_Xl Xcligt.il 


O 0 


o _h_igj.ii — l uy 


O _? 


NCBI Description 


(AJ010466) RNA helicase [Arabidopsis thaliana] 


Qq/v T\.T|'"\ 

oeg. in o » 


OQQQQ O 

ozfo o o 3 


beg. ID 


T TD "3 /) "3 1 H1Q Dl KM /" , '7 


Method 


T3T 71 C?rnVT 




gi^tZD4 


BLAST score 


51 


E value 


1 . Oe-19 


Matcn lengrn 


O 1 


% identity 


an 


ino__j_l L/escription 


1 .desiivuiu gene lor seaoneptuxose- ±, i— Dispnosnarase 


Seg. No. 


398884 


Seg. ID 


LIB3431-019-P1-N1-C8 


Method 


BLASTN 


NCBI GI 


g218207 


BLAST score 


163 


E value 


1.0e-86 


Match length 


279 


% identity 


90 


NCBI Description 


Oryza sativa mRNA for the small subunit of 



ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 



Seg. No. 


398885 


Seg. ID 


LIB3431- 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


280 


E value 


6.0e-25 


Match length 


64 


% identity 


84 


NCBI Description 


(U86018) 


Seg. No. 


398886 


Seg. ID 


LIB3431-I 


Method 


BLASTX 


NCBI GI 


g517500 


BLAST score 


176 


E value 


8.0e-13 


Match length 


53 


% identity 


68 


NCBI Description 


(M87435) 




protein 



019-P1-N1-D10 



precursor of the oxygen evolving complex 17 kDa 
[Zea mays] >gi_444338_prf 1906386A photosystem II 



50964 



0E17 protein [Pisum sativum] 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398887 

LIB3431-019-P1-N1-D3 

BLASTX 

g6014938 

173 

2.0e-12 

34 

94 

UROPORPHYRINOGEN DECARBOXYLASE PRECURSOR (UPD) >gi_34 20233 
(AF0587 63) uroporphyrinogen decarboxylase [Zea mays] 

398888 

LIB3431-019-P1-N1-D7 

BLASTX 

g421916 

162 

4.0e-ll 

29 

100 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 

398889 

LIB3431-019-P1-N1-D8 

BLASTX 

g347451 

387 

2.0e-37 

72 

97 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398890 

LIB3431-019-P1-N1-D9 

BLASTX 

g3036951 

310 

2.0e-28 

61 

98 

(AB012639) 
[Nicotiana 



light harvesting chlorophyll a/b-binding protein 
sylvestris] 



Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398891 

LIB3431-019-P1-N1-E4 

BLASTX 

g5764049 

252 

2.0e-21 

67 

70 

(Y16832) alpha-1, 3-mannosyl-glycoprotein 

beta-1, 2-N-acetylglucosaminyltransferase [Nicotiana 



50965 



o 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
: NCBI Description 



tabacum] 
398892 

LIB3431-019-P1-N1-E6 

BLASTN 

g2331130 

189 

1.0e-102 

193 

99 

Oryza sativa glycine-rich protein 
cds 



(OSGRP1) mRNA/ complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398893 

LIB3431-019-P1-N1-F10 

BLASTN 

g3075487 

240 

1.0e-132 

260 

98 

Oryza sativa chlorophyll a/b-binding protein 
mRNA, complete cds 



(RCABP69) 



398894 

LIB3431-019-P1-N1-F2 

BLASTX 

gl777961 

194 

1.0e-14 

73 
58 

(U56406) methyl jasmonate-inducible lipoxygenase 2 [Hordeum 
vulgare] 

398895 

LIB3431-019-P1-N1-F4 

BLASTX 

gll5813 

243 

1.0e-20 

55 

85 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

398896 

LIB3431-019-P1-N1-F6 

BLASTX 

g710308 

147 

2.0e-09 

27 

96 

(U11693) victorin binding protein [Avena sativa] 



50966 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



398897 

LIB3431-019-P1-N1-F7 

BLASTX 

g3126854 

345 

1.0e-32 

65 
100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
398898 

LIB3431-019-P1-N1-F8 

BLASTN 

g!835730 

219 

1.0e-120 

255 

96 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 

398899 

LIB3431-019-P1-N1-F9 

BLASTN 

g3075487 

338 

0.0e+00 

338 

100 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 

398900 

LIB3431-019-P1-N1-G1 

BLASTX 

gl321627 

231 

3.0e-19 

55 

82 

(D83656) thylakoid-bound ascorbate peroxidase [Cucurbita 
sp.] 

398901 

LIB3431-019-P1-N1-G10 

BLASTX 

g289920 

286 

1.0e-25 

58 

95 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

398902 

LIB3431-019-P1-N1-G2 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl20661 
251 

2.0e-21 

50 
92 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

398903 

LIB3431-019-P1-N1-G5 

BLASTN 

g218171 

215 

1.0e-117 

243 

97 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. 


398904 


Seq. ID 


LIB3431-019-P1-N1-G6 


Method 


BLASTX 


NCBI GI 


gl652203 


BLAST score 


153 


E value 


5.0e-10 


Match length 


78 


% identity 


38 


NCBI Description 


(D90903) hypothetical 


Seq. No. 


398905 


Seq. ID 


LIB3431-019-P1-N1-G7 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


310 


E value 


1.0e-30 


Match length 


68 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



RBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398906 

LIB3431-019-P1-N1-H11 

BLASTX 

g3789954 

184 

9.0e-14 

33 
97 
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NCBI Description 



O 



(AF094776] 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Co it ~Kir\ 
OtrtJ. INO • 




Seq. ID 


LIB3431-019-P1-N1-H4 


Method 


BLASTN 


JNUdX (j1 


gdooooo / 


BLAST score 


374 


E value 


0 . Oe+00 


Match length 


O / O 


-s identity 


1U0 


NCBI Description 


Oryza sativa high mobility group protein (HI 




complete cds 


Seq. No. 


398908 


Seq. ID 


LIB3431-019-P1-N1-H5 


Metnoa 


BLASTX 


NUBI bl 


gjyoo«o2 


BLAST score 


ton 

189 


E value 


j . ue — 14 


Match length 


39 


% identity 


97 


NCBI Description 


(AF093629) inorganic pyrophosphatase [Oryza 


Seq. No. 


398909 


Seq. ID 


LIB3431-019-P1-N1-H7 


Method 


BLASTX 


NCBI GI 


gll64988 


BLAST score 


341 


E value 


6. Oe-32 


Match length 


94 


% identity 


68 


NCBI Description 


(X94335) YOR3513c [Saccharomyces cerevisiae. 


Seq. No. 


398910 


Seq. ID 


LIB3431-019-P1-N1-H8 


Method 


BLASTN 


NCBI GI 


— 1 O JIT 

gl2470 


BLAST score 


76 


E value 


0 . ue-3o 


Match length 


99 


% identity 


94 


NCBI Description 


Z.mays chloroplast rRNA-operon 


oeq. no. 


jyyyn 


Seq. ID 


LIB3431-019-P1-N1-H9 


Method 


BLASTX 


NCBI GI 


gl32166 


BLAST score 


160 


E value 


6.0e-U 


Match length 


31 


% identity 


87 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE 



HMG) mRNA, 



CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 
>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 



50969 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



473) [Arabidopsis thaliana] 
398912 

LIB3431-020-P1-K1-A1 

B1ASTX 

g2494116 

171 

8.0e-26 

67 

75 

(AC002376) Similar to Synechocystis hypothetical protein 
(gb_D90915). [Arabidopsis thaliana] 

398913 

LIB3431-020-P1-K1-A12 

BLASTX 

g!15787 

516 

2.0e-52 

120 

86 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

398914 

LIB3431-020-P1-K1-A7 

BLASTX 

g5931655 

199 

2.0e-15 

100 

41 

(AJ011629) squamosa promoter binding protein-like 1 
[Arabidopsis thaliana] 

398915 

LIB3431-020-P1-K1-A8 

BLASTX 

g3550982 

156 

2.0e-10 

82 
48 

(AB010690) mutM homologue-1 [Arabidopsis thaliana] 
>gi_5903053_gb_AAD55612.1_AC008016_22 (AC008016) Identical 
to gb_AB010690 mutM homologue-1 (f ormamidopyrimidine-DNA 
glycosylase 1) from Arabidopsis thaliana. EST gb_218192 
comes from this gene 

398916 

LIB3431-020-P1-K1-B12 

BLASTX 

gl21446 

160 
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0 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-ll 

60 
58 

FERREDOX IN- DEPENDENT GLUTAMATE SYNTHASE PRECURSOR 

(FD-GOGAT) >gi_100877_pir A38596 glutamate synthase 

(ferredoxin) (EC 1.4.7.1) - maize >gi_168477 (M59190) 

ferredoxin-dependent glutamate synthase [Zea mays} 

398917 

LIB3431-020-P1-K1-B4 

BLASTX 

g417260 

421 

3.0e-41 

128 

66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003__pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

398918 

LIB3431-020-P1-K1-B5 

BLASTX 

g4063821 

756 

1.0e-80 

144 

99 

(AB015204) plastidic ATP sulfurylase [Oryza sativa] 
398919 

LIB3431-020-P1-K1-B6 

BLASTX 

g3789952 

588 

7.0e-61 

115 

95 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398920 

LIB3431-020-P1-K1-B7 

BLASTX 

g4138290 

582 

2.0e-60 

125 

86 

(AJ005841) thioredoxin 
398921 

LIB3431-020-P1-K1-B8 

BLASTX 

g2673912 

262 

1.0e-22 



M [Oryza sativa] 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score , 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 
58 

(AC002561) unknown protein [Arabidopsis thaliana] 
398922 

LIB3431-020-P1-K1-B9 

BLASTX 

gl32105 

391 

7.0e-38 

124 

64 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68 094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398923 

LIB34 31-020-P1-K1-C1 

BLASTX 

gl70404 

565 

3.0e-68 

137 

96 

(M14 4 44) chlorophyll a/b-binding protein Cab-3C 
[Ly coper sicon esculentum] 

398924 

LIB3431-020-P1-K1-C10 

BLASTX 

gl346874 

152 

8.0e~10 

49 

61 

PHOTOSYSTEM II REACTION CENTER W PROTEIN >gi_1016177 
(U30821) subunit of the water oxidation complex on the 
lumenal surface of the photosystem II reaction center 
complex [Cyanophora paradoxa] 

398925 

LIB3431-020-P1-K1-C11 

BLASTX 

g3126854 

646 

1.0e-67 

140 

89 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 



398926 



50972 



q prT -rr\ 


T TP^^^I —C\OC\ — PI — T-fl — r*9 
LlDJ-i Jl UZU rl J\l 










NCBI GI 


g473878 




BLAST score 


168 




E value 


3.0e-12 




rid. uuii ±ciiy i_n 


46 






70 






(U08315) calnexin homolog 


beq. JNO. 


398927 




Con TTi 
oeq. -LJJ 


LIB3431-020-P1-K1-C3 




1 JC UJ.1UU. 


BLASTX 






g5729754 




BLAST score 


175 




E value 


1.0e-12 






77 




^ luenuiLy 


49 




JNtDi Description 


transcription factor 


CA150 




transcription factor 


CA150 


beq. jno. 


398928 




D©q. ID 


LIB3431-020-P1-K1-C5 




liv U11UU 


BLASTX 




NCBI GI 


g500734 




BLAST score 


374 




E value 


7.0e-36 




Match length 


131 




% identity 


54 





(AF017789) putative 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



(U10414) Contains similarity to Pfam domain: 
(ABC_tran), Score=245.2, E-value=3e-70, N=2 
elegans] 



PF00005 

[Caenorhabditis 



398929 

LIB3431-020-P1-K1-C7 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi__6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398930 

LIB3431-020-P1-K1-C8 

BLASTX 

gl519251 

537 

4.0e-55 

108 

100 

(U65957) GF14-C protein [Oryza sativa] 
398931 

LIB3431-020-P1-K1-D10 
BLASTX 



50973 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3915131 
582 

3.0e-60 

112 

100 

THIOREDOXIN H-TYPE (TRX-H) (PHLOEM SAP 13 KD PROTEIN-1) 
>gi_426442_dbj__BAA04864_ (D21836) thioredoxin h [Oryza 
sativa] >gi_454882_dbj__BAA0554 6_ (D26547) rice thioredoxin 
h [Oryza sativa] >gi_1930072 (U92541) thioredoxin h [Oryza 
sativa] 



oeq . jno . 






JjIdj^ jl - UZ U~r 1— i\l — JJ4 


necnoci 


JDliHo I A 


NCBI GI 


g2570511 


BLAST score 


662 


E value 


i . ue-oy 


Match length 


Iz / 


% identity 


98 


NCBI Description 


(ArU^z/Jo) chlorophyll a-o binding protein [Oryza 


Seq. No. 


398933 


beq. ID 


LIB3431-Q20-P1-K1-D5 


Metnoa 


FIT 7\ O TTV 


NCBI GI 


g3047117 


BLAST score 


740 


E value 


1 . Oe-78 


Match length 


*t A A 

144 


% identity 


97 


NLBi Description 


(AF0bo919) similar to ATP-dependent RNA helicases 




[Arabidopsis thaliana] 


Seq. No. 


398934 


oeq. ID 


J_iloJ4 J1""UZ U — rr 1 — i\x U / 


Method 


BLASTX 


NCBI GI 


gl617206 


BLAST score 


180 


E value 


3.0e-13 


Match length 


49 


% identity 


71 


NCBI Description 


(Z72489) CP12 [Pisum sativum] 


Seq. No. 


398935 


Seq. ID 


LIB3431-020-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


632 


E value 


5.0e-66 


Match length 


137 


% identity 


88 



NCBI Description 



chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 



398936 



50974 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-020-P1-K1-D9 

BLASTX 

g2582822 

458 

1.0e-45 

108 

80 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 

398937 

LIB3431-020-P1-K1-E1 

BLASTX 

g4886307 

543 

1.0e-55 

123 

87 

(AJ242588) l-deoxy-d-xylulose-5-phosphate reductoisomerase 
[Arabidopsis thaliana] 



Seq. No. 


398938 


Seq. ID 


LIB3431-020-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2570515 


BLAST score 


219 


E value 


1.0e-17 


Match length 


47 


% identity 


91 


NCBI Description 


(AF022740) glycolate oxidase [Oryza sativa] 


Seq. No. 


398939 


Seq. ID 


LIB3431-020-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


607 


E value 


4.0e-63 


Match length 


133 


% identity 


87 


NCBI Description 


chlorophyll a/b-binding protein I precursor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

398940 

LIB3431-020-P1-K1-E12 

BLASTX 

gl32105 

759 

6.0e-81 

139 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 



50975 



o 



(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 





Dtsq * LNU . 


O _?0 -3^t 1 




oc(j t 1U 


T TD^/ ^1 — AOA-. r>1 _Tf1 — 17 9 
iiiDO^ jl UZU rl 3X1 




J. 1C U11\J vJ. 






JN^ol bl 


c; >1 1 1 

gjj404 / / 




hsiiAoi score 


A Q1 




Hj Value 


9 Do— A Q 

^ . ue ft y 






1 *i U 




% identity 


69 




NCBI Description 


(AB016283) carbonic anhydrase [Oryza 




oeq. INO. 


■o QQ Q A o 




oeq. id 










I? 83 ™ 

*z 




—./"AT Cyl on 

go(Jlo4o / 


"41 


BLAbl score 




is s 


E value 


d . ue- iu 




natcn lengcn 






% identity 


i nn 
1UU 




NUrsi Description 


Homo sapiens PEX1 mRNA 7 complete cds 




Seq. No. 


398943 


fjl 


beq. lu 


LI Bo 4 ol-Uz (J- PI -Kl~Eo 




Method 


BLASTX 




NCBI GI 


g2072555 




joit/ib i score 


/ 




E value 


1 . Oe-19 




Match length 


44 




% identity 


t on 






tiir uuijjo/ me L.aiioT»nionem liKe prou* 






>gi_6103441_gb_AAF03603.1_ (AF147786 






protein [Oryza sativa] 




Seq. No. 


398944 




Seq, ID 


LIB3431-020-P1-K1-E6 




Method 


BLASTX 




NCBI GI 


gll5787 




BLAST score 


417 




E value 


7.0e-41 




Match length 


121 




% identity 


74 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2)^ (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

398945 

LIB34 31-020-P1-K1-E7 

BLASTX 

gl835731 

559 



50976 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-57 

106 

100 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
398946 

LIB3431-020-P1-K1-E8 

BLASTX 

g2407281 

625 

3.0e-65 

117 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

398947 

LIB3431-020-P1-K1-E9 

BLASTX 

g2565305 

605 

5.0e-63 

119 

96 

(AF024589) glycine decarboxylase P subunit 
Triticum sp. ] 



[Hordeum sp. x 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398948 

LIB3431-020-P1-K1-F1 

BLASTN 

g3789951 

188 

1.0e-101 

380 

96 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

398949 

LIB3431-020-P1-K1-F11 

BLASTX 

g!661160 

523 

3.0e-53 

115 

85 

(U74295) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



398950 

LIB3431-020-P1-K1-F12 

BLASTX 

g728744 

338 

1.0e-54 

152 

76 



50977 



© • 

NCBI Description AUXIN- INDUCED PROTEIN PCNT115 >gi_100305_pir S16390 

auxin-induced protein - common tobacco 

>gi_19799_emb_CAA39708_ (X56267) auxin-induced protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398951 

LIB3431-020-P1-K1-F2 

BLASTX 

g3789952 

788 

2.0e-84 

152 

96 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398952 

LIB3431-020-P1-K1-F3 

BLASTX 

gll5772 

211 

2.0e-17 

57 
77 

CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 

CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 

protein 1R precursor - rice >gi_20178_emb_CAA32108_ 
(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398953 

LIB3431-020-P1-K1-F4 

BLASTX 

g6002055 

634 

3.0e-66 

151 

77 

( AJ2 49794) lipoxygenase 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398954 

LIB3431-020-P1-K1-F8 

BLASTX 

g3345477 

316 

5.0e-29 

59 

100 

(AB016283) carbonic anhydrase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398955 

LIB3431-020-P1-K1-F9 

BLASTX 

gl31225 

570 

7.0e-59 
119 



50978 



% identity 93 

NCBI Description PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398956 

LIB3431-020-P1-K1-G10 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398957 

LIB3431-020-P1-K1-G11 

BLASTX 

g2462763 

322 

2.0e-44 

124 

79 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398958 

LIB3431-020-P1-K1-G12 

BLASTX 

g871931 

490 

2.0e-49 

125 

80 

(D30763) ferredoxin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398959 

LIB3431-020-P1-K1-G6 

BLASTN 

g5670155 

43 

4.0e-15 

75 
89 

Oryza sativa subsp. japonica BAC clone 34K24, complete 
sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398960 

LIB3431-020-P1-K1-G7 

BLASTN 

g21810 

38 

9.0e-12 

38 



50979 



% identity 100 

NCBI Description T.aestivum mRNA for heat shock protein 26. 6B 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398961 

LIB3431-020-P1-K1-H1 

BLASTX 

g2072555 

237 

6.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398962 

LIB3431-020-P1-K1-H10 

BLASTX 

g3915131 

592 

2.0e-61 

114 

100 

THIOREDOXIN H-TYPE (TRX-H) (PHLOEM SAP 13 KD PROTEIN-1) 
>gi_426442_dbj_BA&04864_ (D21836) thioredoxin h [Oryza 
sativa] >gi_454882_dbj_BAA05546_ (D26547) rice thioredoxin 
h [Oryza sativa] >gi_1930072 (U92541) thioredoxin h [Oryza 
sativa] 

398963 

LIB3431-020-P1-K1-H11 

BLASTX 

g!15787 

529 

5.0e-54 

121 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb__CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

398964 

LIB3431-020-P1-K1-H2 

BLASTX 

gl32105 

185 

9.0e-14 

105 

48 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68 094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 



50980 



ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


398965 


oeq. iu 


JjIJjj^ jl UZU r 1 J\l nj 


Method 


rjT 7A CTV 


NU-bl bl 


g4oo Jo4 o 


oijrio i score 




E value 


d . ue—uy 


Match length 


*7 n 

/ u 


-6 identity 






^nJUlUOl jj vjipilj piTQtein j_HXa..EjlClOpS15 


Seq. No. 


398966 


oeq. iu 


t th^^i^i _nor\— di — x^i — u/i 

IiIJd j 4 j1 UiU r l~J\l~n4 


jyietnoa 


JDliiiO iA 


JNUrsl (jl 


gzz / u y y 4 


TUT ACT 

dijAoi score 


ZJl 


E value 


4 . ue-iy 


Match length 


IZa 


^ laentiLy 


4Z 


inudi uescripuion 


vAruu4ouyj ta+z-Dinaing nana prot< 


Seq. No. 


398967 


Seq. ID 


LIBo4ol-02Q-Pl-Kl-H5 


Method 


BLASTX 


NCBI GI 


g4097587 


DiiAbi score 


o c: rv 
ZOU 


E value 


3. Oe-21 


Match length 


69 


% identity 


/Z 


M^T3T F^^-v o /~i v- -i v\-t- -I Art 

inudi uescripiion 


tuo4yzoj JNibro L^icotiana taJoacumj 


oeq. no. 


oyts y oo 


Seq. ID 


LIB3431-020-P1-K1-H7 


Method 


BLASTX 


JNUB1 bl 


gzu /zooo 


oLiiioi score 


ZJ / 


E value 


9. Oe-zU 


ixiatcn lengtn 


A A 
44 


% identity 


1 An 
100 


NCBI Description 


(AF001396) metallothionem-like prot* 




>gi olUJ441 go AAF03603.1 (AF147786 




protein L^J-yza sauivaj 


Seq. No. 


398969 


Seq. ID 


LIB3431-020-P1-N1-A2 


Method 


BLASTN 


NCBI GI 


g3342030 


BLAST score 


85 


E value 


7.0e-40 


Match length 


109 


% identity 


94 



NCBI Description 



Joinvillea ascendens 18S small subunit ribosomal RNA gene f 
complete sequence 



50981 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398970 

LIB3431-020-P1-N1-A8 

BLASTX 

g5932555 

287 

1.0e-25 

87 

66 

(AC009465) putative ribose 5-phosphate isomerase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398971 

LIB3431-020-P1-N1-B10 

BLASTX 

g421916 

190 

2.0e-14 

35 
100 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 

398972 

LIB3431-020-P1-N1-B5 

BLASTX 

g417260 

313 

7.0e-29 

78 

76 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 


398973 


Seq. ID 


LIB3431-020-P1-N1-B6 


Method 


BLASTX 


NCBI GI 


g4063821 


BLAST score 


192 


E value 


2.0e-14 


Match length 


67 


% identity 


65 


NCBI Description 


(AB015204) plastidic ATP 


Seq. No. 


398974 


Seq. ID 


LIB3431-020-P1-N1-B8 


Method 


BLASTX 


NCBI GI 


g4138290 


BLAST score 


307 


E value 


4.0e-28 


Match length 


60 


% identity 


100 


NCBI Description 


(AJ005841) thioredoxin M 


Seq. No. 


398975 


Seq. ID 


LIB3431-020-P1-N1-C11 



[Oryza sativa] 



50982 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!346875 

251 

2.0e-21 

79 

57 

PHOTOSYSTEM 
>gi 1185169 



II REACTION CENTER W PROTEIN 

emb CAA91652 (Z67753) PSII, protein W, 



13 kDa 



[Odontella sinensis] 
398976 

LIB3431-020-P1-N1-C2 

BLASTN 

g20181 

63 

6.0e-27 

91 

92 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

398977 

LIB3431-020-P1-N1-C4 

BLASTN 

g3789951 

223 

1.0e-122 

358 

90 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

398978 

LIB3431-020-P1-N1-C8 

BLASTN 

g2072554 

269 

1.0e-149 

357 
94 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



398979 

LIB3431-020-P1-N1-C9 

BLASTN 

gl519250 

212 

1.0e-115 

323 

91 

Oryza sativa GF14-C protein mRNA, complete cds 
398980 

LIB3431-020-P1-N1-D11 
BLASTX 



50983 



KTPPT PT 


yoi/ijioi 


RT ,Z\ on -1 cpnrp 

LJLit\0 1 oUUIC 


\J \J 


E value 


A 0o-*34 






% identity 


96 


NCBI Description 


THIOREDOXIN H-TYPE (TRX-H) (PHLOEM SAP 13 KD PROTEIN-1) 




>m 496449 Hb-i RAA04864 ( 091 836} thi nrednxin h rOrvza 




ciat-T^a 1 *>nT 4 c i4"RR9 Hh>-i RAAO^^fi f 1196^47^ ri r-p thi nrpHnyi n 

DdLlVaJ -'(jl ^ JIO Ori, LIU J Drir-iU O *± v) \, U J 1 ! / J l±v-C L-il-LvJl. tSUHJ A JL11 




h rnr\;7a aat-itral *>rr-i 1Q*30n79 (I7Q9R411 +• h i nroHovi n b rOru7 3 




Caf 1 TT3 1 

OCL 1 1 V a J 


oeq. lno. 


TQOQOI 
0 i70 i?0 1 




T.TR^4?1 -n?n-pi -Nfl -n^ 




DlariO 1 IN 






BLAST score 


38 


E value 


1.0e-ll 


IXlciuCil XGIltJUXl 


R4 


^ IvlcllUluy 




iNL,rsi Description 


^ea mays pyruvate oenyuroyenase Kinase isororni z iLit\i.Nri^ 




IlLlL-lccH y CilC tilH—ULllIiy 1U1 UU OllUIlUI lal pX U LcJ.Il / UUilipXC L. t; 


beq. wo. 




oeq. iu 


ijlDJfljl UZU rl LNi UJ 


Mo~f~ Vi 


RT.A^TY 

DLinu JL /\ 


NCBI GI 


g2570511 


BLAST score 


163 


E value 




ft/T-n "H /~i Vi T 

i v iai-cn icngi.il 




Q- n /4rtn , l- i 4-tt 

^ lucnLiuy 




iNL/i3± description 


\nJ;UiZ / ju ; CniOlOpnyil ci U XJlilUliiy piVOtcJlIl L^-^y^c*- ociUlVclJ 


CI /=s /^r "Ma 

ocq. iMO • 






T TR^4?1 —090 — Pi —Ml —DPI 
iiiooftoi Uiu ri lmi uo 


L it? L-llV_^<wl. 


* RT.A^TX 

Dijnu x ^i. 


NCBI GI 


gl617197 


BLAST score 


160 


J_j value 


7 no— 1 i 

/ »Uc 11 


riatcn isnytn 


Ol 


t> 1 Genuity 


QO 


MPR T naorrin-t-i rtn 
IN^JDJ. UcoLliptlOIl 


f7794Rfl\ PP1 9 r KT -i r-o-h n ana fahapnml 
^ Zj / Z ft 0 0 / V^lrlZ L LN ICO 1,1 cilia. UaJJaCUlilJ 


oeq. no. 




c prr Tn 

Oc^ 1 i 


TTR'3/1'31 _090 — Pi —Ml — DQ 
iiiDJ'i ji u^u iri lni uy 


Mo +* n r>H 


RT.A^TY 

OlJXaO 1 Zi. 


lNL-Dl LjI 


rrl 1 t;7fl7 

qi 10 / 0 / 




4ft ^ 


E value 


1 flo-dP 

1 . ue 4 0 


L la U L> 1 1 _Lt;liy Ull 


1 00 

1UU 


% identity 


94 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 




y ^ iiiiL-r ji /yi o^iui pxi ou j / u u Linui o^ny xx a. / u uj_ii<wi_Liiy 




protein 2R precursor - rice - >gi 20182 emb CAA32109 




(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 




[Oryza sativa] 


Seq. No. 


398985 



50984 



€1 



beq. id 


T TPl^A^I —090 — Pi —Hi — F1 


Method 


bJb/ibilN 


NCBI GI 


gzioi / 1 


BLAST score 


oy 


E value 


2.0e-30 


Match length 


167 


% identity 


O 0 


NCBI Description 


uryza satziva rnrUNi* ior type i iignu -aarvesting cniuirijpiiyii 




a/D Dinaing protein or pnoT-osysx-eiu 11 ^j_inwir±x; 7 ouiu^xtsuts 




cds 


Seq. No. 


jyoyoo 


oeq. lu 


T TR^4^1 —090 — PI — M1 — Fl 1 


Method 


rsliiio 1 IN 


NCBI GI 


g2570514 


BLAST score 


266 


E value 


x . ue~ 14 o 


Match length 


0 


s identity 


yy 


lNurii Description 


nr-T77a caf-1 tt3 rr 1 \/r" n 1 a "h *a r^Yl H^«!P ( f^OY ) TTlRNA . POTTTTjlp'te cds 


Seq. No. 


jy o y o / 


beq. lu 


T TH^/I^I — 090 — D1 — NT1 — 1?1 0 
LtLrS J 4 J 1 — UZU~ir ±~LN1 _ HilZ 


Method 


bLAblX 


NCBI GI 


gj5uj>oy4 b 


BLAST score 


319 


E value 


2.0e-29 


Match length 


ol 


% identity 


100 


NCBI Description 


(ABUlzlbo/; iignu Harvesting cnioropnyii a/o-Dinamg protein 




[Nicotiana sylvestris] 


Seq. No. 


398988 


Seq. ID 


J_iibo4ol — UzU — ir 1 — JN1 — hiZ 


Method 


TIT 71 CifTlV 

BLASTX 


NCBI GI 


g4oooou / 


BLAST score 


480 


E value 


3.0e-48 


Match length 


luo 


■s identity 




NCBI Description 


(Auz4zboo) I— aeoxy— a-xyiuiose-a-pnospnare reaucroisomerase 




[Arafc>idopsis thaliana] 


Seq. No. 


o n o o o n 


Seq. ID 


.LI bo 4 ol"UzU"r 1— Nl — Jd O 


Metnoa 


BltAb IN 


NCBI GI 


g3345476 


BLAST score 


310 


E value 


1 . Ue-1 /4 


Match length 


362 


% identity 


96 


NCBI Description 


uryza sauiva gene ior caroomc annyuraoc/ tuiupicLc uvao 


Seq. No. 


398990 


Seq. ID 


LIB3431-020-P1-N1-E5 


Method 


BLASTX 


NCBI GI 


g5916444 



50985 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289 

8.0e-26 

89 

57 

(AC007633) putative protein [Arabidopsis thaliana] 



398991 

LIB3431-020-P1-N1-E6 

BLASTN 

g6103440 

54 

2.0e-21 

94 
89 

Oryza sativa metallothionein-like protein 
complete cds 



(ML2) mRNA, 



Seq. No. 


398992 


Seq. ID 


LIB34 31-02 0-P1-N1-E8 


Method 


T3T 7V C rpv 

BLASTX 


NCBI GI 


g!835731 


BLAST score 


402 


E value 


4 . Oe-39 


Match length 




% identity 


85 


NCBI Description 


(U86018) photosystem II 10 kDa 


Seq. No. 


398993 


Seq. ID 


LIB3431-020-P1-N1-E9 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


473 


E value 


1.0e-47 


Match length 


86 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate 




construct] 


Seq. No. 


398994 


Seq. ID 


LIB3431-020-P1-N1-F10 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


360 


E value 


1.0e-48 


Match length 


98 


% identity 


98 



[Oryza sativa] 



[synthetic 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi__68094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 



398995 



50986 



Seq. ID LIB3431-020-P1-N1-F12 

Method BLASTX 

NCBI GI gl!5800 

BLAST score 180 

E value 3.0e-13 

Match length 45 

% identity 76 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN 3 PRECURSOR (LHCII TYPE I 

\S&B-3) (LHCP) >gi_81771__pir S01962 chlorophyll a/b-binding 

protein 3 precursor - soybean >gi_18552_emb_CAA31419_ 
(X12981) chlorophyll a/b binding preprotein (AA - 32 to 
231) [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398996 

LIB3431-020-P1-N1-F2 

BLASTN 

g3789951 

154 

4.0e-81 

348 

95 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398997 

LIB3431-020-P1-N1-F3 

BLASTN 

g3789951 

69 

2.0e-30 

121 

89 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398998 

LIB3431-020-P1-N1-F4 

BLASTX 

g3036951 

211 

3.0e-32 
78 
90 

(AB012639) 
[Nicotiana 



light harvesting chlorophyll a/b-binding protein 
sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398999 

LIB3431-020-P1-N1-F5 

BLASTX 

gl654140 

355 

7.0e-35 

119 

66 

(U37840) lipoxygenase [Lycopersicon esculentum] 



50987 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399000 

LIB3431-020-P1-N1-F6 

BLASTX 

g4079798 

153 

3.0e-10 

32 
94 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399001 

LIB3431-020-P1-N1-F7 

BLASTX 

g710308 

381 

1.0e-36 

79 

86 

(U11693) victorin binding protein [Avena sativa] 
399002 

LIB3431-020-P1-N1-F9 

BLASTX 

g3345477 

204 

7.0e-16 

46 
80 

(AB016283) carbonic anhydrase [Oryza sativa] 



Seq. No. 

Seq. ID , 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



399003 

LIB3431-020-P1-N1-G10 

BLASTX 

g2462750 

269 

1.0e-23 

71 

70 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

399004 

LIB3431-020-P1-N1-G11 

BLASTX 

g2072555 

237 

1.0e-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399005 

LIB3431-020-P1-N1-G12 



50988 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2462762 

341 

6.0e-32 

85 

73 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399006 

LIB3431-020-P1-N1-G7 

BLASTX 

gl31225 

187 

5.0e-14 

49 
71 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 





Seq. No. 


399007 




Seq. ID 


LIB3431-020-P1-N1-H10 




Method 


BLASTX 




NCBI GI 


g871931 




BLAST score 


220 


BY 


E value 


8.0e-18 




Match length 


55 




% identity 


80 




NCBI Description 


(D30763) ferredoxin [Oryza 




Seq. No. 


399008 




Seq. ID 


LIB3431-020-P1-N1-H12 




Method 


BLASTN 




NCBI GI 


g20181 




BLAST score 


119 




E value 


3.0e-60 




Match length 


139 




% identity 


96 




NCBI Description 


Rice cab2R gene for light 






a/b-binding protein 




Seq, No. 


399009 




Seq. ID 


LIB3431-020-P1-N1-H5 




Method 


BLASTN 




NCBI GI 


g505134 




BLAST score 


185 




E value 


1.0e-100 




Match length 


217 




% identity 


97 




NCBI Description 


Rice mRNA for ferredoxin, 




Seq. No. 


399010 




.Seq. ID 


LIB3431-020-P1-N1-H7 




Method 


BLASTX 




NCBI GI 


gl617197 



complete cds 



50989 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



213 

7.0e-19 

67 
73 

(272488) CP12 [Nicotiana tabacum] 
399011 

LIB3431-020-P1-N1-H8 

BLASTX 

g2072555 

213 

7.0e-17 

44 

91 

(AF00I396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


399012 


Seq. ID 


LIB3431-021-] 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


6.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens 


Seq. No. 


399013 


Seq. ID 


LIB3431-021- 


Method 


BLASTX 


NCBI GI 


gl709846 


BLAST score 


235 


E value 


2.0e-19 


Match length 


134 


% identity 


38 


NCBI Description 


PHOTOS YSTEM 



P1-K1-A10 



esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



399014 

LIB3431-021-P1-K1-A11 

BLASTX 

gl350742 

176 

1.0e-12 

46 
61 

PROBABLE 60S RIBOSOMAL PROTEIN L35A >gi_1086831 (U41264) 
coded for by C. elegans cDNA yk64g!0.5; coded for by C. 
elegans cDNA yk51f3.5; coded for by C. elegans cDNA 
ykll5e7.3; coded for by C. elegans cDNA yk99dl.3; coded for 
by C. elegans cDNA yk99dl.5; coded for by C. elegans cDNA 
yk64gl 

399015 

LIB3431-021-P1-K1-A12 



50990 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl617197 

304 

1.0e-27 

76 
76 

(Z72488) 



CP12 [Nicotiana tabacum] 



399016 

LIB3431-021-P1-K1-A2 

BLASTX 

g4455169 

180 

4.0e-13 

71 

45 

(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 

399017 

LIB3431-021-P1-K1-A3 

BLASTX 

g6016678 

324 

6.0e-30 

77 

75 

(AC009991) unknown protein [Arabidopsis thaliana] 
399018 

LIB3431-021-P1-K1-A5 

BLASTX 

g!31388 

417 

6.0e-41 

137 
65 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sahduri wheat >gi_21844_emb_CAA4 0670_ (X57408) _ 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399019 

LIB3431-021-P1-K1-A7 

BLASTX 

g4455169 

235 

2.0e-19 
71 
58 

(AL035521) 
thaliana] 



putative aldehyde dehydrogenase [Arabidopsis 



Seq. No. 



399020 



50991 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-021-P1-K1-A8 

BLASTX 

gl632831 

315 

7.0e-36 

139 

58 

(Z49698) orf [Ricinus communis] 
399021 

LIB3431-021-P1-K1-A9 

BLASTX 

g6016678 

184 

1.0e-13 

63 

54 

(AC009991) unknown protein [Arabidopsis thaliana] 
399022 

LIB3431-021-P1-K1-B1 

BLASTX 

g4689380 

424 

8*0e-42 

121 

70 

(AF139465) LHCII type III chlorophyll a/b binding protein 
[Vigna radiata] 

399023 

LIB3431-021-P1-K1-B10 

BLASTX 

g3377805 

406 

1.0e-39 

154 

54 

(AF075597) contains similarity to several apoptosis or 
programmed cell death proteins such as rat apoptosis 
protein RP-8 (GB:M80601) [Arabidopsis thaliana] 
>gi_3912928_gb_AAC78712.1_ (AF001308) putative zinc finger 
protein [Arabidopsis thaliana] 

399024 

LIB3431-021-P1-K1-B11 

BLASTX 

g!32105 

657 

5.0e-69 

140 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68 0 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 



50992 



carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399025 

LIB3431-021-P1-K1-B12 

BLASTX 

g2306981 

467 

1.0e-46 

84 

96 

(AF010321) photosystem I antenna protein [Oryza sativa] 
399026 

LIB3431-021-P1-K1-B2 

BLASTX 

g5762457 

652 

2.0e-68 

123 

98 

(AF176040) ubiquitin-conjugating enzyme UBC2 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399027 

LIB3431-021-P1-K1-B4 - 

BLASTX 

gl31225 

404 

1.0e-48 

116 

81 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399028 

LIB3431-021-P1-K1-B6 

BLASTX 

g4689380 

678 

2.0e-71 

137 

90 

(AF139465) LHCII type III chlorophyll a/b binding protein 
[Vigna radiata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399029 

LIB3431-021-P1-K1-B7 

BLASTX 

g!15794 

724 

7.0e-77 
142 



50993 



% identity 95 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR {LHCII TYPE 

III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399030 

LIB3431-021-P1-K1-B8 

BLASTN 

g20181 

192 

1.0e-104 

196 

99 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

399031 

LIB3431-021-P1-K1-B9 

BLASTN 

g218209 

117 

3.0e-59 

157 

95 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS2106 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399032 

LIB3431-021-P1-K1-C1 

BLASTN 

g2062705 

35 

5.0e-10 

35 

100 

Human butyrophilin (BTF5) mRNA, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399033 

LIB3431-021-P1-K1-C10 

BLASTX 

g5106775 

545 

5.0e-56 

109 

94 

(AF067732) ribosomal protein S12 [Hordeum vulgare] 



Seq. No. 399034 

Seq. ID LIB3431-021-P1-K1-C11 

Method BLASTX 

NCBI GI g2289907 

BLAST score 229 

E value 8.0e-19 

Match length 104 



50994 



0 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

(AC002397) C2F [Mus mus cuius] 



399035 

LIB3431-021-P1-K1-C12 

BLASTX 

gl29916 

481 

2.0e-48 
152 
67 

PHOSPHOGLYCERATE KINASE, 
phosphoglycerate kinase 



CYTOSOLIC >gi_66911_pir TVWTGY 

^ , ^ ^ .EC 2.7.2.3), cytosolic - wheat 

>gi_21835%mb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



399036 

LIB3431-021-P1-K1-C2 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399037 

LIB3431-021-P1-K1-C3 

BLASTX 

gll5787 

666 

5.0e-70 

146 

90 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461j?ir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

399038 

LIB3431-021-P1-K1-C4 

BLASTX 

g3885882 

492 

9.0e-50 

94 

99 

(AF093629) inorganic pyrophosphatase [Oryza sativa] 
399039 

LIB3431-021-P1-K1-C5 

BLASTX 

g417260 

425 



50995 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Descript 



7.0e-42 

122 

70 . - 

LIGHT REGULATED PROTEIN PRECURSOR >gi_4220G3j?ir S33632 

lirl protein --rice >gi_20263_emb_CAA48706_ (X6$S07) 
light-regulated gene [Oryza sativa] 

399040 

LIB3431-021-P1-K1-C7 

BLASTN 

g6015437 

38 

9.0e-12 

38 

100 

Homo sapiens PEX1 mRNA, complete cds 
399041 

LIB3431-021-P1-K1-C8 

BLASTX 

g2407281 

423 

1.0e-41 
129 

*(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

399042 

LIB3431-021-P1-K1-D1 

BLASTX 

gl32105 

623 

5.0e-65 
134 



ion RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
{RUBISCO SMALL SUBUNIT C) >gi_68094j?ir RKRZS9 
ribulose-bisphosphate carboxylase (EC 4.1.1.39 chain 
precursor (clone pOSSS1139) - rice >gi„218208„db 3 BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gx_2407283 (AF017364^ 
ribulose l f 5-bisphosphate carboxylase small subumt [Oryza 
sativa] >gi_226375_prf_1508256A ribulose bisphosphate 
carboxylase S [Oryza sativa] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399043 

LIB3431-021-P1-K1-D10 

BLASTX 

g4336608 

190 

9.0e-28 

109 
71 

(AF0 99111) sigma factor; Sig2 [Zea mays] 



Seq. No. 



399044 



50996 



ft 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-021-P1-K1-D11 

BLASTX 

g4980489 

174 

2.0e-12 

100 

38 

(AE001689) 



muconate cycloisomerase [Thermotoga maritima] 



399045 

LIB3431-021-P1-K1-D2 

BLASTX 

g6015065 

704 

1.0e-74 

144 

91 

ELONGATION FACTOR 2 (EF-2) 
(Z97178) elongation factor 



>gi_2 3 697 1 4_emb_CAB0 9900_ 
2 [Beta vulgaris] 



Seq. No. 


399046 


Seq. ID 


LIB3431-021-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3885886 


BLAST score 


666 


E value 


4.0e-70 


Match length 


130 


% identity 


100 


NCBI Description 


(AF093631) Rieske Fe- 


Seq, No. 


399047 


Seq. ID 


LIB3431-021-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl25580 


BLAST score 


611 


E value 


1.0e-63 


Match length 


137 


% identity 


87 


NCBI Description 


PHOSPHORIBULOKINASE : 



-S precursor protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



CURSOR (PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_100839__pir S15743 phosphoribulokinase (EC 

2.7.1.19) - wheat >gi_5924030_emb_CAB5654 4 . 1_ (X51608) 
phosphoribulokinase [Triticum aestivum] 

399048 

LIB3431-021-P1-K1-D5 

BLASTX 

g2494320 

252 

2.0e-21 

58 

78 

EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5) 
>gi_1806575_emb_CAA67868_ (X99517) Eukaryotic initiation 
factor-5 [Zea mays] 

399049 

LIB3431-021-P1-K1-D6 



50997 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g482311 
571 

4.0e-59 
115 
97 

photosystem II oxygen-evolving complex protein 
(strain Nihonbare) >gi_739292_prf_2002393A oxygen-evolving 
complex protein 1 [Oryza sativa] 



1 - rice 



399050 

LIB3431-021-P1-K1-D7 

BLASTX 

g!346109 

318 

3.0e-29 

59 

100 

GUANINE NUCLEOT I DE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (GPB-LR) (RWD) >gi_540535_dbj_BAA074 04_ (D38231) 
RWD [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399051 

LIB3431-021-P1-K1-D8 

BLASTX 

gl31225 

578 

1.0e-59 

124 

90 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399052 

LIB3431-021-P1-K1-D9 

BLASTX 

g4467099 

482 

2.0e-48 

119 

85 

(AL035538) glycine hydroxymethyltransf erase like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399053 

LIB3431-021-P1-K1-E1 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



50998 



• 



Seq. No. 399054 

Seq. ID LIB3431-021-P1-K1-E10 

Method BLASTX 

NCBI GI gl835731 

BLAST score 484 

E value 1.0e-48 

Match length 93 

% identity 99 

NCBI Description (U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 

Seq. No. 399055 

Seq. ID LIB3431-021-P1-K1-E11 

Method BLASTX 

NCBI GI g2072555 

BLAST score 237 

E value 9.0e-20 

Match length 44 

% identity 100 . 

NCBI Description (AF001396) metallothionein-like protein [Oryza sativa] 

>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399056 

LIB3431-021-P1-K1-E12 
BLASTX 
g2499497 
689 

9.0e-73 
144 
97 

PHOSPHOGLYCERATE KINASE , CHLOROPLAST PRECURSOR 
>gi_1161600_emb_CAA88841_ (Z48977) phosphoglycerate kinase 
[Nicotiana tabacum] 

Seq. No. 399057 

Seq. ID LIB3431-021-P1-K1-E3 

Method BLASTX 

NCBI GI g3063453 

BLAST score 207 

E value 1.0e-18 

Match length 61 

% identity 82 

NCBI Description (AC003981) F22013.15 [Arabidopsis thaliana] 

Seq. No. 399058 

Seq. ID LIB3431-021-P1-K1-E4 

Method BLASTX 

NCBI GI gl835731 

BLAST score 580 

E value 5.0e-60 

Match length 123 

% identity 91 

NCBI Description (U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 

Seq. No. 399059 

Seq. ID LIB3431-021-P1-K1-E5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50999 



BLASTN 
g2072554 
330 

0.0e+00 
330 
100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 

399060 

LIB3431-021-P1-K1-E8 
BLASTX 
g3914603 
671 

1.0e-70 
131 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-l,5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

399061 

LIB3431-021-P1-K1-E9 
BLASTX 
g2582822 
462 

3.0e-4 6 
128 
70 

(Y09987) CDSP32 protein (Chloroplast Drought -induced Stress 
Protein of 32kDa) [Solanum tuberosum] 

Seq. No. 399062 

Seq. ID LIB3431-021-P1-K1-F1 

Method BLASTX 

NCBI GI g3789952 

BLAST score 177 

E value 7.0e-13 

Match length 32 

% identity 100 

NCBI Description (AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 

Seq. No. 399063 

Seq. ID LIB3431-021-P1-K1-F11 

Method BLASTX 

NCBI GI g551047 

BLAST score 222 

E value 4.0e-18 

Match length 43 

% identity 95 

NCBI Description (X79277) type II LHCI [Lolium temulentum] 

Seq. No. 399064 

Seq. ID LIB3431-021-P1-K1-F3 

Method BLASTX 




Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51000 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2130069 
750 

6.0e-80 

136 

99 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
399065 

LIB3431-021-P1-K1-F4 

BLASTX 

g4539423 

487 

3.0e-49 

126 

75 

(AL04 9171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 



Seq. No. 399066 

Seq. ID LIB3431-021-P1-K1-F6 

Method BLASTX 

NCBI GI g2570515 

BLAST score 447 

E value 2.0e-68 

Match length 146 

% identity 96 

NCBI Description (AF022740) glycolate oxidase [Oryza sativa] 

Seq. No. 399067 

Seq. ID LIB3431-021-P1-K1-F7 

Method BLASTX 

NCBI GI g3789954 

BLAST score 387 

E value 2.0e-37 

Match length 98 

% identity 80 

NCBI Description (AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

Seq. No. 399068 

Seq. ID LIB3431-021-P1-K1-F8 

Method BLASTX 

NCBI GI g!835731 

BLAST score 448 

E value 2.0e-44 

Match length 96 

% identity 89 . 
NCBI Description (U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



Seq. No. 399069 

Seq. ID LIB3431-021-P1-K1-F9 

Method BLAST N 

NCBI GI g6015437 

BLAST score 36 

E value 1.0e-10 

Match length 36 



51001 



% identity 100 

NCBI Description Homo sapiens PEX1 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399070 

LIB3431-021-P1-K1-G1 

BLASTN 

g304219 

53 

6.0e-21 

129 

85 

Hordeum vulgare chloroplast photosystem I PSK-I subunit 
mRNA, complete cds 

399071 

LIB3431-021-P1-K1-G10 

BLASTN 

g20262 

95 

9.0e-46 

190 

88 

O.sativa light-induced mRNA 
399072 

LIB3431-021-P1-K1-G12 

BLASTX 

g548605 

489 

2.0e-54 

131 

81 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 


399073 


Seq. ID 


LIB3431-021-P1-K1-G2 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


6.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


399074 


Seq. ID 


LIB3431-021-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3800878 


BLAST score 


543 


E value 


1.0e-55 


Match length 


150 


% identity 


71 


NCBI Description 


(AF096281) threonine dehydratase /deaminase 



51002 



4> 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399075 

LIB3431-021-P1-K1-G4 

BLASTX 

gll5787 

404 

3.0e-42 

117 

83 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109__ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399076 

LIB3431-021-P1-K1-G5 

BLASTX 

g4585882 

459 

4.0e-46 

97 

81 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399077 

LIB3431-021-P1-K1-G6 

BLASTX 

g4581114 

295 

1.0e-26 

63 
83 

(AC005825) putative HesB-like protein; required for 
efficient nitrogen fixation in Cyanobacteria [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399078 

LIB3431-021-P1-K1-G8 

BLASTX 

g5881940 

259 

2.0e-22 

143 

44 

(AL117387) putative secreted protein [Streptomyces 
coelicolor A3 (2)] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399079 

LIB3431-021-P1-K1-H1 

BLASTN 

gll957 

198 

1.0e-107 
202 



51003 



% identity 50 

NCBI Description Rice complete chloroplast genome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399080 

LIB3431-021-P1-K1-H11 

BLASTX 

g4973254 

446 

3.0e-44 

103 

80 

(AF14 438 6 ) thioredoxin 



f2 [Arabidopsis thaliana] 



399081 

LIB3431-021-P1-K1-H12 

BLASTX 

g320617 

509 

8.0e-52 

97 

99 

chlorophyll a/b-binding protein II precursor - rice 

>gi__227612_prf 1707316B chlorophyll a/b binding protein 2 

[Oryza sativa] 

399082 

LIB3431-021-P1-K1-H3 

BLASTX 

g2501190 

655 

8.0e-69 

136 

92 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-; 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 

399083 

LIB3431-021-P1-K1-H4 

BLASTX 

g3914603 

607 

3.0e-63 

117 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi__1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399084 

LIB3431-021-P1-K1-H5 

BLASTX 

gl352468 

296 

8.0e-27 



51004 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 
81 

BETA-FRUCTOFURANOSIDASE 1 PRECURSOR ( SUCROSE- 6-PHOSPHATE 
HYDROLASE 1} ( INVERT AS E 1) >gi_1122439 (U16123) invertase 
[Zea mays] 

399085 

LIB3431-021-P1-K1-H7 

BLASTX 

gl31225 

570 

8.0e-59 

124 

90 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605j?ir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 

399086 

LIB3431-021-P1-K1-H9 

BLASTX 

g82080 

425 

8.0e-42 

121 

68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

399087 

LIB3431-021-P1-N1-A10 

BLASTX 

g6103011 

220 

6.0e-18 

58 
72 

(X84225) precursor of photosystem II subunit (22KDa) 
[Nicotiana tabacum] 

399088 

LIB3431-021-P1-N1-A11 

BLASTX 

g!350742 

159 

1.0e-10 

43 

58 

PROBABLE 60S RIBOSOMAL PROTEIN L35A >gi__1086831 (U41264) 
coded for by C. elegans cDNA yk64gl0.5; coded for by C. 
elegans cDNA yk51f3,5; coded for by C. elegans cDNA 
ykll5e7.3; coded for by C. elegans cDNA yk99dl.3; coded for 
by C. elegans cDNA yk99dl.5; coded for by C. elegans cDNA 
yk64gl 



51005 



Seq. No. 399089 

Seq. ID LIB3431-021-P1-N1-A3 

Method BLASTX 

NCBI GI g6016678 

BLAST score 221 

E value 7.0e-18 

Match length 58 

% identity 66 t 
NCBI Description (AC009991) unknown protein [Arabidopsis thaliana] 

Seq. No. 399090 

Seq. ID LIB3431-021-P1-N1-A4 

Method BLASTX 

NCBI GI g6016678 

BLAST score 186 

E value 1.0e-13 

Match length 63 

% identity 54 

NCBI Description (AC009991) unknown protein [Arabidopsis thaliana] 

Seq. No. 399091 

Seq. ID LIB3431-021-P1-N1-A5 

Method BLASTX 

NCBI GI g482311 

BLAST score 404 

E value 3.0e-39 

Match length 85 

% identity 95 

NCBI Description photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

Seq. No. 399092 

Seq. ID LIB3431-021-P1-N1-A8 

Method BLASTX 

NCBI GI gl632831 

BLAST score 257 

E value 4.0e-22 

Match length 67 

% identity 76 

NCBI Description (Z49698) orf [Ricinus communis] 

Seq. No. 399093 

Seq. ID LIB3431-021-P1-N1-B11 

Method BLASTX 

NCBI GI g671740 

BLAST score 415 

E value 1.0e-40 

Match length 76 

% identity 99 

NCBI Description (X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

Seq. No. 399094 

Seq. ID LIB3431-021-P1-N1-B12 

Method BLASTN 

NCBI GI g2306980 




51006 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 



Seq. No. 
Seq. ID 
Method 



59 

2.0e-24 
79 
94 

Oryza sativa photosystem I antenna protein (Lhca) mRNA, 
complete cds 

399095 

LIB3431-021-P1-N1-B2 
BLASTX 
g464986 
341 

6.0e-32 
67 
93 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) . 

>gi_421857__pir S32674 ubiquitin— protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990J ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

399096 

LIB3431-021-P1-N1-B4 

BLASTX 

gl31225 

301 

3.0e-27 

73 

78 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605__pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

399097 

LIB3431-021-P1-N1-B6 

BLASTX 

gll5794 

411 

4.0e-40 

87 

89 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

399098 

LIB3431-021-P1-N1-B7 
BLASTX 



51007 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5794 
546 

6.0e-56 

111 

93 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

399099 

LIB3431-021-P1-N1-B8 

BLASTN 

g20181 

188 

1.0e-101 

196 

99 

■Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

399100 

LIB3431-021-P1-N1-C12 

BLASTX 

gl29916 

240 

4.0e-20 

79 

70 

PHOS PHOGLYCERATE KINASE, CYTOSOLIC >gi__66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
{AA 1 - 401) [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399101 

LIB3431-021-P1-N1-C2 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399102 

LIB3431-021-P1-N1-C3 

BLASTX 

g693920 

347 

1.0e-32 

66 

100 

(U21113) chlorophyll a/b binding protein [Solanum 
tuberosum] 



51008 



Seq. No. 399103 

Seq. ID LIB3431-021-P1-N1-C4 

Method BLASTX 

NCBI GI g3885882 

BLAST score 266 

E value 4.0e-23 

Match length 58 

% identity 93 . 
NCBI Description (AF093629) inorganic pyrophosphatase [Oryza sativa] 

399104 

LIB3431-021-P1-N1-C5 
BLASTX 
g417260 
313 

1.0e-28 * 

78 
76 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399105 

LIB3431-021-P1-N1-C8 

BLASTX 

g!32105 

507 

2.0e-51 

99 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399106 

LIB3431-021-P1-N1-D10 

BLASTX 

g4336608 

243 

1.0e-20 

61 

75 

(AF099111) sigma factor; Sig2 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399107 

LIB3431-021-P1-N1-D3 

BLASTX 

g3885886 

221 

7.0e-18 



51009 



Match length 39 

% identity 100 . 

NCBI Description (AF093631) Rieske Fe-S precursor protein [Oryza sativa] 

Seq. No. 399108 

Seq. ID LIB3431-021-P1-N1-D4 

Method BLASTX 

NCBI GI g21839 

BLAST score 355 

E value 1.0e-33 

Match length 74 

% identity 95 

NCBI Description (X57 952) phosphoribulokinase [Triticum aestivum] 

Seq. No. 399109 

Seq. ID LIB3431-021-P1-N1-D5 

Method BLASTX 

NCBI GI g2494320 

BLAST score 252 

E value 2.0e-21 

Match length 58 

% identity 78 

NCBI Description EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5) 

>gi_1806575_emb_CAA67868_ (X99517) Eukaryotic initiation 
factor-5 [Zea mays] 

399110 

LIB3431-021-P1-N1-D6 
BLASTX 
g482311 
508 

1.0e-51 
99 
100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

399111 

LIB3431-021-P1-N1-D7 
BLASTX 
gl346109 
286 

1.0e-25 
55 
98 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (GPB-LR) (RWD) >gi_540535_dbj_BAA07404_ (D38231) 
RWD [Oryza sativa] 

Seq. No. 399112 

Seq. ID LIB3431-021-P1-N1-D8 

Method BLASTX 

NCBI GI g!31225 

BLAST score 257 

E value 2.0e-22 

Match length 56 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51010 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



8 2 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

399113 

LIB3431-021-P1-N1-D9 

BLASTN 

g438246 

56 

1.0e-22 

92 

90 

S. tuberosum mRNA for glycine hydroxymethyltransf erase 
399114 

LIB3431-021-P1-N1-E10 

BLASTN 

gl835730 

144 

2.0e-75 

156 

98 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 

399115 

LIB3431-021-P1-N1-E11 

BLASTX 

g2072555 

233 

3.0e-19 

44 
98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399116 

LIB3431-021-P1-N1-E12 

BLASTX 

g3738261 

368 

4.0e-35 

83 

92 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 

399117 

LIB34 31-021-P1-N1-E4 

BLASTX 

gl835731 

252 

1.0e-21 
65 



51011 



% identity 77 

NCBI Description (U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 

Seq. No. 399118 

Seq. ID LIB3431-021-P1-N1-E8 

Method BLASTX 

NCBI GI g!32166 

BLAST score 159 

E value 8.0e-ll 

Match length 31 

% identity " 87 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 

>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 - 
473) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399119 

LIB3431-021-P1-N1-F1 

BLASTN 

g3789951 

77 

4.0e-35 

161 

87 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 


399120 


Seq. ID 


LIB3431-021-P1-N1-F11 


Method 


BLASTX 


NCBI GI 


g551047 


BLAST score 


222 


E value 


4.0e-18 


Match length 


43 


% identity 


95 


NCBI Description 


(X79277) type II LHCI [Lolium temulentum] 


Seq. No. 


399121 


Seq. ID 


LIB3431-021-P1-N1-F3 


Method 


BLASTX 


NCBI GI 


g2130069 


BLAST score 


200 


E value 


2.0e-15 


Match length 


39 


% identity 


97 


NCBI Description 


catalase (EC 1.11.1.6) catA - rice 


>gi 1261858_dbj_BAA06232_ (D29966) catalase 


Seq. No. 


399122 


Seq. ID 


LIB3431-021-P1-N1-F4 


Method 


BLASTX 


NCBI GI 


g2688822 


BLAST score 


284 


E value 


3.0e-25 



51012 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 
63 

(U93272) pyrophosphate-dependent phosphof ructo-l-kinase 
[Prunus armeniaca] 

399123 

LIB3431-021-P1-N1-F6 

BLASTX 

g2570515 

196 

6.0e-15 

41 
93 

(AF022740) glycolate oxidase [Oryza sativa] 
399124 

LIB3431-021-P1-N1-F7 

BLASTX 

g3789954 

390 

1.0e-37 

72 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

399125 

LIB3431-021-P1-N1-F8 

BLASTX 

g!835731 

173 

2.0e-12 

49 

71 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
399126 

LIB3431-021-P1-N1-G10 

BLASTN 

g20262 

105 

3.0e-52 

169 

91 

O. sativa light-induced mRNA 
399127 

LIB3431-021-P1-N1-G3 

BLASTX 

g3800878 

206 

4.0e-16 

58 
62 

(AF096281) threonine dehydratase /deaminase [Arabidopsis 
thaliana] 



51013 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399128 

LIB3431-021-P1-N1-G4 

BLASTX 

g421916 

243 

1.0e-20 

45 

100 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 

399129 

LIB3431-021-P1-N1-G5 

BLASTX 

g!15813 

229 

7.0e-19 

54 

83 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >giJL9182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399130 

LIB3431-021-P1-N1-G6 

BLASTX 

gl698548 

254 

1.0e-21 

68 

69 

(U58971) calmodulin-binding protein 



[Nicotiana tabacum] 



399131 

LIB3431-021-P1-N1-G7 

BLASTX 

g2582822 

268 

2.0e-23 

75 

71 

(Y09987) CDSP32 protein (Chloroplast Drought- induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



399132 

LIB3431-021-P1-N1-H2 

BLASTN 

g3868755 

98 

4.0e-48 

134 

93 

Oryza sativa CatC gene for catalase, complete cds 
399133 

LIB3431-021-P1-N1-H3 



51014 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2501190 

240 

4.0e-20 

68 

75 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 

399134 

LIB3431-021-P1-N1-H6 

BLASTX 

g!31176 

161 

4.0e-ll 

32 

97 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 
(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399135 

LIB3431-021-P1-N1-H7 

BLASTX 

gl31225 

304 

1.0e-27 

75 
77 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399136 

LIB3431-021-P1-N1-H8 

BLASTX 

g5738542 

234 

1.0e-19 

56 

77 

(AJ245867) photosystem I subunit XI precursor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399137 

LIB3431-021-P1-N1-H9 

BLASTX 

gll5813 

200 

2.0e-15 



51015 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 
76 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

399138 

LIB3431-022-P1-K1-A1 

BLASTX 

g2407281 

632 

4.0e-66 

121 

98 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 


399139 


Seq. ID 


t TDQyl Q1 C\0 0 _Dl — 1 — ZX 1 9 
LlrJo4 jl _ UZz — irl - JM. 


Method 


BLASTX 


NCBI GI 


g3212865 


BLAST score 


a r\Q 


E value 


6 . 0e-4U 


Match length 


145 


% identity 


56 


NCBI Description 


(AC004005) unknown protei 


Seq. No. 


399140 


Seq. ID 


LIB3431-022-P1-K1-A3 


Method 


BLAb J.X 


NCBI GI 


g5640111 


BLAST score 


296 


E value 


1.0e-26 


Match length 


97 


% identity 


63 


NCBI Description 


(AJ243875) RAD23 protein 


Seq. No. 


399141 


Seq. ID 


LIB3431-022-P1-K1-A4 


Method 


BLASTN 


NCBI GI 


g3885891 


BLAST score 


44 


E value 


1.0e-15 


Match length 


109 


% identity 


95 


NCBI Description 


Oryza sativa photosystem- 




mRNA, complete cds 


Seq. No. 


399142 


Seq. ID 


LIB3431-022-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


637 


E value 


1.0e-66 



[Arabidopsis thaliana] 



F subunit precursor (PSI-F) 



Match length 

% identity 

NCBI Description 



137 
88 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



51016 




(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399143 

LIB3431-022-P1-K1-A6 
BLASTX 
gll73347 
736 

3.0e-78 
148 
96 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED ( 1 , 7 ) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA46507_ 
(X65540) sedoheptulose-l,7-bisphosphatase [Triticum 
aestivum] 

Seq. No. 399144 

Seq. ID LIB3431-022-P1-K1-A7 

Method BLASTX 

NCBI GI g3345477 

BLAST score 544 

E value 9.0e-56 

Match length 142 

% identity 75 

NCBI Description (AB016283) carbonic anhydrase [Oryza sativa] 

Seq. No. 399145 

Seq. ID LIB3431-022-P1-K1-A9 

Method BLASTX 

NCBI GI g2245086 

BLAST score 373 

E value 1.0e-35 

Match length 104 

% identity 68 

NCBI Description (Z97343) hypothetical protein [Arabidopsis thaliana] 
399146 

LIB3431-022-P1-K1-B1 
BLASTX 
gl32105 
609 

2.0e-63 
131 
8 8 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51017 



carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 
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(AB020502) catalase [Oryza 


Seq. No. 


399148 


Seq. ID 


LIB3431-022-P1-K1-B2 


Method 


BLASTN 


NCBI GI 


g218209 


BLAST score 


159 


E value 


5.0e-84 


Match length 


303 


% identity 


97 


NCBI Description 


Oryza sativa mRNA for the 



small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, 
pOSSS2106 



clone 



Seq. No. 


399149 


Seq. ID 


LIB3431-022- 


Method 


BLASTX 


NCBI GI 


g4982498 


BLAST score 


333 


E value 


5.0e-31 


Match length 


83 


% identity 


76 


NCBI Description 


(AC000107) ] 


Seq. No. 


399150 


Seq. ID 


LIB3431-022- 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


557 


E value 


2.0e-57 


Match length 


114 


% identity 


96 


NCBI Description 


(AF094775) ■ 




sativa] 


Seq. No. 


399151 


Seq. ID 


LIB3431-022 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


304 


E value 


1.0e-27 


Match length 


76 



F17F8.4 [Arabidopsis thaliana] 



chlorophyll a/b-binding protein presursor [Oryza 



■P1-K1-B6 



% identity 

NCBI Description 



76 

(Z72488) CP12 [Nicotiana tabacum] 
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oeq. 1NO. 


399152 


beq. iu 


LlDJlJl 


Method 


BLASTX 


NCBI GI 


g5802244 


BLiiio i s co r e 
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E value 
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Match length 
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NCBI Description 


f TiTl £0090 ^ 


beg. no. 
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beq. Lu 
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BLASTX 


NCBI GI 


g6006363 


BLAST score 


245 


E value 


1.0e-20 


Match length 


45 


% identity 


100 


NCBI Description 


(AP000559) 



-P1-K1-B9 



-P1-K1-C10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



to a region of the predicted gene.; Similar to water stress 
inducible protein (U74296) [Oryza sativa] 

399154 

LIB3431-022-P1-K1-C12 

BLASTX 

gl661160 

437 

3.0e-43 

97 

84 

(U74295) chlorophyll a/b binding protein [Oryza sativa] 
399155 

LIB3431-022-P1-K1-C3 

BLASTX 

g3273243 

365 

7.0e-35 

117 

61 

(AB004 660) NLS receptor [Oryza sativa] 

>gi_3273245_dbj_BAA31166_ (AB004814) NLS receptor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



399156 

LIB3431-022-P1-K1-C5 

BLASTN 

g6015437 

35 

5.0e-10 

35 
100 

Homo sapiens PEX1 mRNA, complete cds 
399157 

LIB3431-022-P1-K1-C6 



51019 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5295988 

656 

7.0e-69 

148 

90 

(AB003327) 



MADS box-like protein [Oryza sativa] 



399158 

LIB3431-022-P1-K1-C7 

BLASTX 

g6006363 

370 

2.0e-35 

71 

100 

(AP000559) ESTs AU078183 (C62904 ) , C73912 {E21020 ) correspond 
to a region of the predicted gene.; Similar to water stress 
inducible protein (U74296) [Oryza sativa] 



Seq. No. 


399159 


Seq. ID 


LIB3431-022- 


Method 


BLASTX 


NCBI GI 


g4512613 


BLAST score 


295 


E value 


1.0e-26 


Match length 


66 


% identity 


80 


NCBI Description 


(AC004793) 1 


Seq. No. 


399160 


Seq. ID 


LIB3431-022- 


Method 


BLASTX 


NCBI GI 


g4371296 


BLAST score 


307 


E value 


5.0e-28 


Match length 


134 


% identity 


51 


NCBI Description 


(AC006260) 


thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



399161 

LIB3431-022-P1-K1-D10 

BLASTX 

g448445 

263 

8.0e-23 

72 

69 

CF0 ATP synthase :SUBUNIT=9 [Spinacia oleracea] 
399162 

LIB3431-022-P1-K1-D11 

BLASTX 

g3935175 

277 

2.0e-24 



51020 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0 



84 
67 

(AC004557) F17L21.18 [Arabidopsis thaliana] 



399163 

LIB3431-022-P1-K1-D12 

BLASTX 

g3789954 

661 

2.0e-69 
125 
98 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399164 

LIB3431-022-P1-K1-D4 
BLASTX 
g320618 
593 

2.0e-61 
130 
87 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 
type I light-harvesting 



Seq. No. 


399165 


Seq. ID 


LIB3431-022-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4099148 


BLAST score 


582 


E value 


3.0e-60 


Match length 


147 


% identity 


82 


NCBI Description 


(U84268) YLP [Hordeum vulgare] 


Seq. No. 


399166 


Seq. ID 


LIB3431-022-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2293288 


BLAST score 


175 


E value 


2.0e-12 


Match length 


152 


% identity 


33 


NCBI Description 


(AF008220) YtcB [Bacillus subt 



>gi_2635571_emb_CAB15065_ {Z99119) 
epimerase [Bacillus subtilis] 

Seq. No. 399167 

Seq. ID LIB3431-022-P1-K1-D7 

Method BLASTX 

NCBI GI g5106775 

BLAST score 488 

E value 3.0e-49 



similar to NDP-sugar 



51021 



Match length 96 

% identity 98 

NCBI Description (AF067732) ribosomal protein S12 [Hordeum vulgare] 

Seq. No. 399168 

Seq. ID LIB3431-022-P1-K1-D8 

Method BLASTX 

NCBI GI g2072555 

BLAST score 237 ^ 

E value 9.0e-20 

Match length 44 

% identity 100 

NCBI Description (AF001396) metallothionein-like protexn [Oryza sativa] 

>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 




Seq. No. 399169 

Seq. ID LIB3431-022-P1-K1-E10 

Method BLASTX 

NCBI GI g6063542 

BLAST score 259 

E value 2.0e-22 

Match length 47 

% identity 100 . 

NCBI Description (AP000615) EST C74302 (E30840) corresponds to a region of 

the predicted gene.; similar to glyceraldehyde-3-phosphate 

dehydrogenase. (M64118) [Oryza sativa] 

Seq. No. 399170 

Seq. ID LIB3431-022-P1-K1-E11 

Method BLASTX 

NCBI GI g4469021 

BLAST score 312 

E value 1.0e-28 

Match length 85 

% identity 71 , 
NCBI Description (AL035602) hypothetical protein [Arabidopsis thalianaj 

Seq. No. 399171 

Seq. ID LIB3431-022-P1-K1-E12 

Method BLASTX 

NCBI GI g!15787 

BLAST score 592 

E value 2.0e-61 

Match length 134 

% identity 88 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-bindmg 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 399172 

Seq. ID LIB3431-022-P1-K1-E2 

Method BLASTX 

NCBI GI gl835731 

BLAST score 546 



51022 



E value 5.0e-56 

Match length 103 

% identity 100 , 

NCBI Description (U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



Seq. No. 399173 

Seq. ID LIB3431-022-P1-K1-E3 

Method BLASTX 

NCBI GI g81601 

BLAST score 159 

E value 1.0e-10 

Match length 43 

% identity 70 

NCBI Description chaperonin 60 beta - 

Seq. No. 399174 

Seq. ID LIB3431-022-P1-K1-E4 

Method BLASTX 

NCBI GI g3789954 

BLAST score 546 

E value 5.0e-56 

Match length 106 

% identity 96 

NCBI Description (AF094776) chlorophyll 
sativa] 



Arabidopsis thaliana 



a/b-binding protein precursor [Ory: 



Seq. No. 399175 

Seq. ID LIB3431-022-P1-K1-E6 

Method BLASTN 

NCBI GI gl245938 

BLAST score 36 

E value 1.0e-10 

Match length 36 

% identity 100 

NCBI Description rabClC-2 beta-chloride channel C1C-2G isoform [rabbits, 
heart atrium, mRNA, 2998 nt] 

Seq. No. 399176 

Seq. ID LIB3431-022-P1-K1-E7 

Method BLASTX 

NCBI GI g!661160 

BLAST score 636 

E value 1.0e-66 

Match length 142 

% identity 87 t 
NCBI Description (U74295) chlorophyll a/b binding protein [Oryza sativa] 

Seq. No. 399177 

Seq. ID LIB3431-022-P1-K1-E8 

Method BLASTX 

NCBI GI g4557093 

BLAST score 215 

E value 3.0e-17 

Match length 65 

% identity 66 

NCBI Description (AF001136) zinc finger protein [Pinus radiata] 



51023 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399178 

LIB3431-022-P1-K1-E9 

BLASTN 

g3075487 

322 

0.0e+00 

322 

100 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399179 

LIB3431-022-P1-K1-F10 

BLASTX 

g2493494 

547 

4.0e-56 

112 

89 

SERINE CARBOXYPE PT I DASE II-2 
>gi_619351_bbs_153537 CP-MI I, 
[Hordeum vulgare=barley, cv. 
aa] >gi_6102957_emb_CAB59202 
II-2 [Hordeum vulgare] 



PRECURSOR (CP-MI I. 2) 
2=serine carboxypeptidase 
Alexis, aleurone, Peptide, 436 
1 (X78878) serine carboxylase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399180 

LIB3431-022-P1-K1-F11 

BLASTX 

g!15787 

584 

2.0e-60 

133 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi__20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 


399181 


Seq. ID 


LIB3431-022- 


Method 


BLASTX 


NCBI GI 


g3618310 


BLAST score 


473 


E value 


2.0e-47 


Match length 


123 


% identity 


74 


NCBI Description 


(AB001883) 


Seq. No. 


399182 


Seq. ID 


LIB3431-022 


Method 


BLASTX 


NCBI GI 


g710626 


BLAST score 


188 


E value 


5.0e-14 


Match length 


45 


% identity 


69 



zinc finger protein [Oryza sativa] 



51024 



NCBI 



Description (D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi__3894181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399183 

LIB3431-022-P1-K1-F3 

BLASTX 

g5541681 

327 

2.0e-30 

124 

56 

(AL096859) putative protein [Arabidopsis thaliana] 
399184 

LIB3431-022-P1-K1-F4 

BLASTX 

g5230790 

162 

6.0e-ll 
46 

(AF107027) histone HI WH1A.4 [Triticum aestivum] 
399185 

LIB3431-022-P1-K1-F5 

BLASTX 

g6016736 

253 

1.0e-21 

86 
60 

(AC009325) unknown protein [Arabidopsis thaliana] 
399186 

LIB3431-022-P1-K1-F6 

BLASTX 

g2072555 

237 

9.0e-20 
44 

100 . 
(AF001396) metallothionein-like protein [Oryza satxva] 
>gi_6103441_gb_AAF03603,l__ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399187 

LIB3431-022-P1-K1-F8 

BLASTX 

g320618 

576 

2.0e-59 

125 

87 

chlorophyll a/b-binding protein I precursor - rice 

>gi 218172 dbj_BAA00536__ (D00641) type I light-harvesting 



51025 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611jprf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

399188 

LIB3431-022-P1-K1-F9 

BLASTX 

g5295954 

363 

2.0e-34 

72 

97 

(AB026295) hypothetical protein [Oryza sativa] 
399189 

LIB3431-022-P1-K1-G10 

BLASTX 

g320618 

622 

7.0e-65 

135 
87 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - rice 
type I light-harvesting 



Seq. No. 
Seq. ID 
Method 



399190 

LIB3431-022-P1-K1-G12 

BLASTN 

g2062705 

35 

5.0e-10 

35 
100 

Human butyrophilin (BTF5) mRNA, complete cds 
399191 

LIB3431-022-P1-K1-G4 

BLASTX 

gl20657 

528 

6.0e-54 

132 

81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66024jpir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_763035__emb_CAA334 55_ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 

399192 

LIB3431-022-P1-K1-G5 
BLASTX 



51026 



NCBI GI g629775 

BLAST score 740 

E value 1.0e-78 

Match length 149 

% identity 92 

NCBI Description beta-ketoacyl-ACP synthase - barley (fragment) 

399193 

LIB3431-022-P1-K1-G6 
BLASTX 
gl32105 
614 

6.0e-64 
132 
88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

Seq. No. 399194 

Seq. ID LIB3431-022-P1-K1-G8 

Method BLASTX 

NCBI GI g5816998 

BLAST score 276 

E value 2.0e-24 

Match length 121 

% identity 47 

NCBI Description (AL110123) putative protein [Arabidopsis thaliana] 

Seq. No. 399195 

Seq. ID LIB3431-022-P1-K1-G9 

Method BLASTN 

NCBI GI g4 9594 60 

BLAST score 37 

E value 3.0e-ll 

Match length 37 

% identity 100 

NCBI Description Zea mays RACB small GTP binding protein mRNA, complete cds 

Seq. No. 399196 

Seq. ID LIB3431-022-P1-K1-H10 

Method BLASTX 

NCBI GI g2213600 

BLAST score 364 

E value 1.0e-34 

Match length 131 

% identity 56 

NCBI Description (AC000348) T7N9.20 [Arabidopsis thaliana] 

Seq. No. 399197 

Seq. ID LIB3431-022-P1-K1-H11 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51027 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!171978 

418 

4.0e-45 

128 

63 

POL YADEN YLAT E- B I NDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 





399198 


oeq. ID 


TTR^4?1-D99-P1 -Kl -141 9 




RT.ASTX 


NCBI GI 


g3345477 


BLAST score 


317 


E value 


3.0e-29 


Match length 


115 


% identity 


57 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


399199 


Seq. ID 


LIB3431-022-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


gl707998 


BLAST score 


417 


E value 


6.0e-41 


Match length 


118 


% identity 


73 


NCBI Description 


SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 



(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 

(SHMT) >gi_481944_pir S40218 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - potato 
>gi_438247_emb_CAA81082_ (Z25863) glycine 
hydroxymethyltransf erase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399200 

LIB3431-022-P1-K1-H4 

BLASTX 

g3184559 

289 

7.0e-26 

128 

50 

(AF052290) putative c-type cytochrome biogenesis protein 
[Synechococcus PCC7002] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399201 

LIB3431-022-P1-K1-H6 

BLASTX 

g3510256 

180 

3.0e-13 

41 

78 

(AC005310) unknown protein [Arabidopsis thaliana] 



51028 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399202 

LIB3431-022-P1-K1-H7 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399203 

LIB3431-022-P1-K1-H8 

BLASTX 

g3126854 

730 

1.0e-77 

139 

99 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
399204 

LIB3431-022-P1-N1-A1 

BLASTX 

g671740 

202 

1.0e-15 

51 

80 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399205 

LIB3431-022-P1-N1-A4 

BLASTX 

g3885892 

235 

1.0e-19 

47 

98 

(AF093634) photosystem-1 F subunit precursor [Oryza sativa] 
399206 

LIB3431-022-P1-N1-A5 

BLASTX 

g671740 

197 

3.0e-15 

37 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 
Method 



399207 

LIB3431-022-P1-N1-A6 
BLASTN 



51029 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

g!4264 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



51 
1.0e-19 
115 
86 

T.aestivum gene for sedoheptulose-1, 7-bisphoshatase 
399208 

LIB3431-022-P1-N1-A7 

BLASTX 

g3345477 

183 

2.0e-13 

33 

100 

(AB016283) carbonic anhydrase [Oryza sativa] 
399209 

LIB3431-022-P1-N1-A9 

BLASTX 

g2245086 

224 

3.0e-18 

65 
66 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
399210 

LIB3431-022-P1-N1-B1 

BLASTX 

gl32105 

364 

1.0e-34 

73 
95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399211 

LIB3431-022-P1-N1-B10 

BLASTX 

g3929924 

221 

5.0e-18 

43 

98 

(AB020502) catalase [Oryza sativa] 
399212 

LIB3431-022-P1-N1-B12 



51030 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3075487 

42 

3.0e-14 

82 

88 

Oryza sativa chlorophyll a/b-binding protein 
mRNA, complete cds 



(RCABP69) 



399213 

LIB3431-022-P1-N1-B2 

BLASTN 

g218209 

159 

5.0e-84 

304 

97 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

POSSS2106 

399214 

LIB3431-022-P1-N1-B3 

BLASTX 

g4982498 

187 

5.0e-14 

59 

59 

(AC000107) F17F8.4 [Arabidopsis thaliana] 
399215 

LIB3431-022-P1-N1-B5 

BLASTN 

g3789951 

168 

2.0e-89 

374 

93 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

399216 

LIB3431-022-P1-N1-B7 

BLASTX 

g!32105 

402 

4.0e-39 

73 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 

carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 



51031 



o 



ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


399217 


Sea ID 


LIB3431-022-P1-N1-B9 


L 1U U- 1 IvU 


BLASTX 


NCRT QT 


all25691 


BLAST score 


180 




4 . Oe-13 




62 


% icientitv 


65 


NPRT Dpspti nt i on 


(X94301) DnaJ protein [Solanum tuberosum 


Seq. No. 


399218 


Qprr Tf) 
O C * A. J_/ 


LIB3431-022-P1-N1-C1 


1 1G LUUU 


RT.A^TX 

DLiriO x /\ 




rr4Q9Q^1 9 
y *± .7^. _?o j- 






Hi ValUC 


L • UC JU 


4— r*«V» 1 /T "J - Vi 


X x^. 




63 


INoBX UcoCI Xp CXOIl 




Seq. No. 


399219 


Con- TPl 

oeq. xjj 


T TR^d^l — H9 9 — Pi — KT1 —fin 
XiXJDjfiOX UZi irX 1NX LIU 


jyieunoa 


RT IVQTTvT 
OXtfiD I IN 


JNUbX KzL 


gouu do jj 


x5Xift.o± score 




E value 


u • ue+uu 


Match length. 


JOO 


^ XULClluXLy 


i nn 

xuu 


iN^ox description 


v-177 a caf ■! Tra /Ton /-vm i o rV\TZ\ f~* ~Y\ vom o o r\T(\ o ^ i 
UXyZd bciX-XVa. geilQIllXC ULxri,^ (_/IlX UHlUoUnie Of 1 


Seq. No. 


399220 


Seq. ID 


LIB3431-022-P1-N1-C12 


L v ie UliOU. 


JDXiriO 1A 


mpdt r*T 

1NU13X ul 


g J5U J Di7D X 


oXtrio i score 


4^1 
f4 O X 


i-j VC1J.UC 


1 . Oe-42 


i v ia.L.cn xengen 


s i 

O X 


? xaenuxry 


i nn 
xuu 


InvD J. O v-> X. -i- M 1— _L ^il 


\ rlD U l^iU J? J J L y 1 1 L. llClx. v CO L1UU L111U1 kJll V J- J- < 




T Mi /"•of* t a n ^ q ^/1 Q"}~ ti q! 


Seq. No. 


399221 


Seq. ID 


LIB3431-022-P1-N1-C2 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


9.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like protein 



>gi__6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



51032 



o 



Qorr Mrs 


"3QQ999 
Ol7:?ZZZ 


q^rr TV) 


T,TR^4^1 —099 — PI -Nl — P£ 

IiloJl Jl UZi i: X L\ X ^ O 




BLASTN 




y j _?o / 


BLAST score 


362 


E value 


0.0e+00 


ndtcn x.engtn. 








inl-dx uescr lpiion 


Oryza sativa mRNA for MADS box-like protein, complete cds, 




•> L^jiit; • oxu ju*i 


oeq. ln o . 




c orr t n 


T TR^A^I —099 — PI —Ml — r»*7 


MpthnH 


RT.A^TN 

DXlTliJ X LN 


NCBI GI 


g6006355 


BLAST score 


249 


E value 


i np-1 


\A 4— V\ 1 qti/1 I Vt 

i v iciu.cri xengun. 


JlU 


■s iaenr.iL.y 




KTf "Q T Ho C! r* T* l r^ch* l /^iTt 
INOiJ X UCOUIipLXUU 


uryza Sativa genomic ujnh, cnroiuosoine o f c±one t rU4i7Joli. 


oeq. no. 






T TR^A^l — 099— PI —Ml —HQ 




RT QQTY 
DXifiO 1 A 


NCBI GI 


g4512613 


BLAST score 


305 


E value 


/ . ue-^o 


Match length 


D / 


% identity 




jnudx Description 


(/iuuu4/yo; rzoKzu.iz iAraoiaopsis tnalianaj 


oeq. no. 






t th^^*51 -090-D1 _mi mo 
LxDO^jl-UZz-ri-Nl-uli 


Mot" V* <"mH 


XJixriO 1 A 


i.M 1_> _L W-L 




BLAST score 


361 


E value 


3.0e-34 


ixiax cn lenguii 


D / 


9* n /"i i^i 4™ t -1— x r 

^ luentixy 


1 no 


lnuoi uescripmon 


(AF094776) chlorophyll a/b-binding protein precursor [Oryza 




O H +" "1 T73 1 

odtxva j 


oeq. NO. 




uct|. ID 


T TT3'34'31 — 099 — Dl —Ml — n/l 
xjxJd O 4 J X — U z Z — ir x — N 1 — U4 




XjXxriO 1A 




rr1 1 c 17fi7 


BLAST qrnrp 




FI Tra 1 no 


9 np-^fl 

» UC JO 


Ma +■ r* Vi 1 on rTT~ Vi 
L v id l. ^wii xtiiiy t_ii 


7^1 


% identity 


100 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 




^fi£> z; txjn^r; -^gr oz40i pir oUj / UD cnxoropnyix a/D-Dinaing 




protein 2R precursor - rice >gi 20182 emb CAA32109 




(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235} 




[Oryza sativa] 


Seq. No. 


399227 



51033 



Seq. ID 


LIB3431-022-P1-N1-D5 


Method 


BLASTX 


NCBI GI 


g3334409 


BLAST score 


204 




5 Oe-16 


Match length 


52 


% identity 


79 




VAPnOT.AP ATP ^YNTHA^F ^FTRTTNfTT F fV-ATPA<3F F CjnRrTWTTM 




^yj- £,1l3/OJ pxi. 0/X^u± V L.ypfci piU Lull ril.tra.oc rii ctlJXQJIUpo lb 




thai i pnfl >rrT 1 1 4 ^^Q4 pmhi PAA^^OR^ fYQ9117\ \/— t\roe* 




nrof on — AT Pa p f ATahn dnr)«! 1 f ha 1 i ^ns 1 




^QQ99fi 


Seq, ID 


LIB3431-022-P1-N1-D7 


Method 


BLASTX 


NCBI GI 


g5106775 


BLAST score 


342 


E valnp 

J— J V Cp*J. -L_ W 


4 . Oe-32 


Match lenath 


71 




92 


NGBI Description 


(AF067732) ribosomal Drotein S12 FHorripiint vulaaTpl 






Sea ID 


T,TR^4"31 -099-P1 -Nil -Dfi 


Method 


BLASTX 


NPRT CI 






ji. u 


E value 


2.0e-18 


Match length 


46 








1 A IT* flnl •< Q h 1 rn d "Hoi i r\ }• n 1 Anoi n — 1 n Ira >~v r> -H a t m T /^i "k^ ^ 7 ^ r-« --\ -f— tt --\ 1 
\r\ll UU1 J^D ; lLLfc; LclX J.O LIl_LOIlcXIl XlJvc pxTOueill |_UryZa SaLlVaJ 




">rt-i fll 0^441 rr"h aaFH^^n^ 1 (AF"!477ft£\ TY>£i4- a 1 1 "h ■! r\rt£i -1 -n — 1 ■! Ira 

^yi oiu 04^1 yij ririrujoujti \i\n / / do ) iiiei,aiioi.niouein liKe 




LJX.ULt5XIl [WXyZa. SatlvaJ 






Sea ID 


T,TR^4?1 -D99-P1 -Ml -VI 1 

U1UJ1 Jl iTX Dll 


Method 


BLASTX 


NCBI GI 


g4469021 


BLAST score 


310 


K 1 IIP 


9 np-?8 


Match 1 pnrrth 


19 






NCRT Hp^rTi nt "i on 


( AT. D^RSn9 ^ H xrr^iO't - h — I 1 nrntQi n PZlT'aVN"l^/^ir^e"ic3 f Vial ■{ ana 1 


C Prr Ma 


O i?Z O X 


Seq. ID 


T 1 TR' : ?4^1 -099-P1 -KT1 -F1 ? 

LllDJiJI CX 1N_L HiX^. 


Mpt hnri 




NCBI GI 


a3036946 


BLAST score 


277 


E value 


2.0e-24 


Match 1 p"nn"h h 


^9 
jz. 


% identity 


100 


NCBI Description 


(AB012637) light harvesting chlorophyll a/b-binding protein 




[Nicotiana sylvestris] 


Seq. No. 


399232 


Seq. ID 


LIB3431-022-P1-N1-E2 



51034 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl835731 

283 

3.0e-25 

67 

82 

(U86018) 



photosystem II 10 kDa polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399233 

LIB3431-022-P1-N1-E4 

BLASTX 

g3789954 

357 

7.0e-34 

66 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399234 

LIB3431-022-P1-N1-E5 

BLASTX 

g3789954 

163 

3.0e-ll 

54 

63 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399235 

LIB3431-022-P1-N1-E7 

BLASTX 

g4512125 

178 

5.0e-13 

32 
100 

(AF133340) putative chlorophyll a/b-binding protein 
[Phalaenopsis sp. 'KCbutterf ly ' ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



399236 

LIB3431-022-P1-N1-E8 

BLASTN 

g20181 

100 

7.0e-49 

176 

89 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

399237 

LIB3431-022-P1-N1-E9 

BLASTN 

g3075487 

275 



51035 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-153 

27 9 
100 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 



399238 

LIB3431-022-P1-N1-F10 

BIjASTX 

g2493494 

199 

3.,0e-15 

48 

81 

SERINE CARBOXYPEPTIDASE II-2 
>gi_619351_bbs_153537 CP-MII, 
[Hordeum vulgare=barley, cv. 
aa] >gi_6102957_emb_CAB59202 ( 
II-2 [Hordeum vulgare] 



PRECURSOR (CP-MI I. 2) 
2=serine carboxypeptidase 
Alexis, aleurone, Peptide, 436 
1 (X78878) serine carboxylase 



Seq. No. 


399239 


Seq. ID 


LIB3431-022-P1-N1-F11 


Method 


BLASTX 


NCBI GI 


g3036942 


BLAST score 




E value 


2„0e-21 


Match length 


47 


% identity 


100 


NCBI Description 


(ABO 12 63 6) lxght harvesting chlorophyll a/b-binding prot< 




[Nicotiana sylvestris] 


Seq. No. 


399240 


Seq. ID 


LIB3431-022-P1-N1-F12 


Method 


BLASTX 


NCBI GI 


g3618310 


BLAST score 


366 


E value 


6.0e-35 


Match length 


77 


% identity 


92 


NCBI Description 


(AB0Q1883) zinc finger protein [Oryza sativa] 


Seq. No. 


399241 


Seq. ID 


LIB3431-022-P1-N1-F6 


Method 


BLASTN 


NCBI GI 


g6103440 


BLAST score 


45 


E value 


3.0e-16 


Match length 


85 


% identity 


88 


NCBI Description 


Oryza sativa metallothionein-like protein (ML2) mRNA, 




complete cds 


Seq. No. 


399242 


Seq. ID 


LIB3431-022-P1-N1-F8 


Method 


BLASTX 


NCBI GI 


g3036951 


BLAST score 


276 



51036 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



2.0e-24 

54 

98 

(AB012639) 



light harvesting chlorophyll a/b-binding protein 



[Nicotiana sylvestris] 
399243 

LIB3431-022-P1-N1-F9 

BLASTN 

g5295936 

310 

1.0e-174 

411 

94 

Oryza sativa genomic DNA, 
complete sequence 



chromosome 6, clone : P0681F10, 



399244 

LIB3431-022-P1-N1-G10 

BLASTX ~ * ' - ' . 

g3928150 

412 

3.0e-40 

110 

72 

(AJ131049) hypothetical protein [Cicer arietinum] 
399245 

LIB3431-022-P1-N1-G4 

BLASTX 

gl20661 

178 

6.0e-13 

32 

100 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

399246 

LIB3431-022-P1-N1-G6 

BLASTX 

g347451 

263 

7.0e-23 

51 
100 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



399247 

LIB3431-022-P1-N1-H11 

BLASTX 

g2213871 

195 

7.0e-15 
53 



51037 



0 





Oj 




\iir uu ji£,u j puxy juxnuxiiy piULcin Li v icociiUijxyci.ii Li iciLL uj.il 




r* r*^7Q"i~ T T -1 m Tm 1 

L.L VD LdXXXllLLLLLJ 


Qorr Mrs 




Seq. ID 


LIB3431-022-P1-N1-H12 

1J X XJ ^ ~J ±. \J X X LNX Hl^ 


Method. 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


156 


ill V CL-L LLC 


* L*C X \J 


Lid L Ull -LdiyL.il 




O xuciiLXLy 


Q7 
-/ / 


NlfRT Flo qprn t-n-J- A /^n 
IM^Dl UCD\^I X LvM LU11 


^ A R 0 "! f-1 9 P "-M a -y-l-vr^Ti i r* anhT/Hra 0 0 f f\ru7 a 0 a r *i T7a 1 
\iiDUiyt.o J/ Lax uuiiXL ctilliyux aoc |_ ^x y^a oaLXVaj 


Can- "Mrs 




Seq. ID 


T.TR3431 -022-P1 -N1 -H2 


Mp th orl 


BLASTX 


NCRT 

l^iJl. ox 


y x rw t j j q 


XJXj.rt.i3 X o L-Ul C 


1 


FI T73 1 IIP 
J-J V CLJu L1C 


5.0e-10 


LJ.GI.LL'll ±C11U L.U 


29 




100 


NCBI Description 


SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 




(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 




\01iiyiL ) /yi ftox-?^^ pxr a*±uzxo yxycxne 




hydroxyitiethyltransf erase (EC 2.1.2.1) — potato 




-^gx 4 Joz4 / enLD UAfioiuoi iZtZDooo; glycine 




ayuiUAyincLnyiLxaiiSiexaSc [ooxanuiLi ludcxoslXitij 


beq. InO. 




q prr jn 

OCL] • 1U 


xiiDJ4 Jl UiiZ, x X IN X ilO 


L1C L11L/L1 


RT.A^TX 

ij.Lxrikj x /V 


NCBI GI 


g3510256 


BLAST score 


167 


Hi v cLX Lie 


X • UC XX 


L v iaxcii xeiiyL.il 




^ XU.CilL.XL_y 


7 ^ 


lNLvIDX UcSClipLlOn 


^iLuujjiu j uiiKnown proLexn L/\raDXQopsxs Lnaxxanaj 


oeq. wo. 


jyyzoi 


OCy • X XV 


T.TR^4^1 — 099-P1 -N1 -H7 

XjXJjJ*±OX u^Z> xX LNX 11/ 


Mot" Vi nH 

LMC L11L/H 


X IN 


INLDX OX 


0-9079^^4 


■bixrt.0 i s co re 


j iu 


E value 


1.0e-174 


Match length 


322 


% identity 


99 


NCBI Description 


Oryza sativa metallothionein-like protein mRNA, complete 




cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399252 

LIB3431-022-P1-N1-H8 

B31ASTX 

g!15802 

190 

2.0e-14 

35 



51038 



<!!> 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



100 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR {LHCII TYPE I 

CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 

a/b-binding protein (cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 

399253 

LIB3431-023-P1-K1-A1 

BLASTX 

g5430769 

349 

6.0e-33 

130 

55 

(AC007504) Similar to somatic embryogenesis receptor-like 
kinase [Arabidopsis thaliana] 

399254 

LIB3431-023-P1-K1-A11 

BLASTX 

gl657621 

212 

8.0e-17 

109 
54 

(CJ72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF04 9236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 
>gi_5478795_dbj_BAA82478.1_ (AB017643) Short-chain acyl CoA 
oxidase [Arabidopsis thaliana] 

399255 

LIB3431-023-P1-K1-A3 

BLASTX 

g!907270 

485 

7.0e-49 

122 

74 

(X967 61) sulphate transporter protein [Sporobolus 
sbapfianus] 

399256 

LIB3431-023-P1-K1-A4 

BLASTX 

g5734618 

244 

7.0e-27 

154 

44 

(AP000391) Similar to Arabidopsis thaliana chromosome II 
BAC F5H14 genomic sequence; unknown protein (AC006234) 
[Oryza sativa] 

399257 

LIB3431-023-P1-K1-A5 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



g!173327 
227 

l,0e-18 

107 

50 

U2 SMALL NUCLEAR RIBONUCLEOPROTE IN A 1 (U2 SNRNP-A' ) 

>gi_322619_pir S30580 U2 snRNP protein A 1 - Arabidopsis 

thaliana >gi_17669_emb_CAA4 8890_ (X69137) U2 small nuclear 
ribonucleoprotein A f [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399258 

LIB3431-023-P1-K1-A6 

BLASTX 

g548605 

519 

1.0e-57 

132 

91 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399259 

LIB3431-023-P1-K1-A8 

BLASTN 

g2586088 

35 

5,0e-10 

43 

95 

Oryza longistaminata receptor kinase-like protein, family 
member A2, pseudogene sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399260 

LIB3431-023-P1-K1-A9 

BLASTX 

g!052960 

400 

7>0e-39 

90 

88 

(U37437) PNIL34 [Ipomoea nil] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399261 

LIB3431-023-P1-K1-B1 

BLASTX 

g6006848 

252 

2,.0e-21 

133 

46 

(AC009540) unknown protein, 5' 
thaliana] 



partial [Arabidopsis 



Seq. No. 



399262 
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€> 

LIB3431-023-P1-K1-B10 
BLASTN 
g20153 
157 

8.0e-83 

157 
100 

0. sativa random single-copy DNA fragment 12RG143R 
399263 

L1B3431-023-P1-K1-B11 
BLASTX 
g3913425 
323 

7.0e-30 
76 
19 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HE LI CASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 

Seq. No. 399264 

Seq. ID LIB3431-023-P1-K1-B2 

Method BLASTX 

NCBI GI g2407281 

BLAST score 705 

E value 1.0e-7 4 

Match length 132 

% identity 99 ^ 

NCBI Description (AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

Seq. No. 399265 

Seq. ID LIB3431-023-P1-K1-B3 

Method BLASTX 

NCBI GI g6016732 

BLAST score 203 

E value 2.0e-18 

Match length 86 

% identity 57 

NCBI Description (AC009325) hypothetical protein [Arabidopsis thaliana] 
>gi_6091719_gb_AAF03431.1_AC010797_7 (AC010797) 
hypothetical protein [Arabidopsis thaliana] 

Seq. No. 399266 

Seq. ID LIB3431-023-P1-K1-B5 

Method BLASTN 

NCBI GI g3885887 

BLAST score 419 

E value 0.0e+00 

Match length 4 42 

% identity 99 

NCBI Description Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 

Seq. No. 399267 

Seq. ID LIB3431-023-P1-K1-B6 




Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI. Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2147484 

592 

2„0e-61 
137 

homeotic protein - Phalaenopsis sp >gi__1173622 (U34743) 
homeobox protein [Phalaenopsis sp. 'hybrid SM9108 f ] 

399268 

LIB3431-023-P1-K1-B9 

BLASTX 

g2660676 

614 

5.,0e-64 

134 

81 

(AC002342) Dreg-2 like protein [Arabidopsis thaliana] 
399269 

LIB3431-023-P1-K1-C1 

BLASTX 

g6006848 

405 

2..0e-45 

141 

67 

(AC009540) unknown protein, 5' partial [Arabidopsis 
thaliana] 

399270 

LIB3431-023-P1-K1-C11 

B1ASTN 

g2306980 

53 

7.0e-21 

85 
91 

Oryza sativa photosystem I antenna protein (Lhca) mRNA, 
complete cds 

399271 

LIB3431-023-P1-K1-C12 

BLASTX 

gl32105 

607 

4.0e-63 

132 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 
sativa] >gi__226375__prf 1508256A ribulose bisphosphate 



51042 



• 



carboxylase S [Oryza sativa] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399272 

LIB3431-023-P1-K1-C2 

BLASTX 

g461550 

578 

1.0e-59 
150 

71 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635j?ir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi__166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 

>gi_5732056_gb_AAD48955.1_AF14 9414_4 (AF149414) Arabidopsis 
thaliana APC1-ATP synthase gamma chain 1 (GB.M61741); 
contains similarity to Pfam PF00231 -ATP synthase; 
score=658.6, E=3.1e-194n n+1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399273 

LIB3431-023-P1-K1-C3 

BLASTX 

g3345477 

550 

2 ,0e-56 

121 

83 

(AB016283) carbonic anhydrase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399274 

LIB3431-023-P1-K1-C4 

BLASTX 

g2072555 

237 

9.0e-20 
44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399275 

LIB3431-023-P1-K1-C5 

BLASTX 

g4995089 

544 

4.0e-68 

152 
81 

(AJ242712) malate dehydrogenase 



1 [Brassica napus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



399276 

LIB3431-023-P1-K1-C6 

BLASTX 

g3643608 

376 
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E value 


5..0e-36 


Match length 


95 
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NCBI Description 


(AF001396) iuetallothionein-like protein [Oryza sativa] 




>gi_61034 41_gb__AAF03603.1_ (AF147786) metallothionein-like 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein [Oryza sativa] 
399282 

LIB3431-023-P1-K1-D2 

BLASTX 

g5816996 

406 

1.0e-39 
85 
91 

(AL110123) 
thaliana] 



ribosomal protein L32-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



399283 

LIB3431-023-P1-K1-D3 

BLASTX 

gl32105 

560 

1.0e-57 

122 

86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1 , 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399284 

LIB3431-023-P1-K1-D5 

BLASTX 

g5816996 

282 

5.0e-25 

61 

90 

(AL110123) ribosomal protein L32-like protein [Arabidopsis 
thaliana] 

399285 

LIB3431-023-P1-K1-D8 

BLASTX 

g4914457 

392 

6.0e-38 

122 
55 

(AL050400) putative protein [Arabidopsis thaliana] 
399286 

LIB3431-023-P1-K1-E1 

BLASTX 

g3929924 

620 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-74 

135 

99 

(AB020502) catalase [Oryza sativa] 
399287 

LIB3431-023-P1-K1-E11 

BLASTX 

g3789954 

778 

3.0e-83 
145 
100 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



399288 

LIB3431-023-P1-K1-E12 

BLASTX 

g517500 

270 

7.0e-24 

66 

82 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 

399289 

LIB3431-023-P1-K1-E3 

BLASTX 

gl00849 

365 

8.0e-49 

128 

75 

acetolactate synthase (EC 4.1.3.18) (clone pSOG108) - maize 
>gi_22139_emb_CAA45116_ (X63553) acetohydroxyacid synthase 
[Zea mays] 

399290 

LIB3431-023-P1-K1-E5 

BLASTX 

gl31225 

316 

1.0e-56 

122 
91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

3992 91 

LIB3431-023-P1-K1-E7 

BLASTN 

g6015437 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39 

2.0e-12 

39 
100 

Homo sapiens PEX1 mRNA, complete cds 
399292 

LIB3431-023-P1-K1-E8 

BLASTX 

g5922612 

226 

2.0e-18 

136 
59 

(AP000492) EST AU078118 (E3904 ) corresponds to a region of 
the predicted gene.; similar to Arabidopsis thaliana BAC 
IG002P16; No definition line found. (AF007270) [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399293 

LIB3431-023-P1-K1-E9 

BLASTN 

g3023159 

37 

3.0e-ll 

53 

92 

Zantedeschia aethiopica geranylgeranyl reductase mRNA, 
partial cds 



Seq. No. 
Seq. ID 
Method 
.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



399294 

LIB3431-023-P1-K1-F10 

BLASTX 

g4033838 

505 

3.0e-51 

150 

61 

(Y18550) sigma-like factor 
>gi_4 972299_dbj_ BAA78109.1 



[Arabidopsis thaliana] 
(AB021120) RNA polymerase sigma 



subunit SigE [Arabidopsis thaliana] 
399295 

LIB3431-023-P1-K1-F11 

BLASTX 

gl304215 

362 

2.0e-34 

110 

42 

(D84392) precursor of rice 22 kDa protein of photosystem II 
(PSII-S) [Oryza sativa] 

399296 

LIB3431-023-P1-K1-F12 

BLASTX 

g320618 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



HP 



435 

2.0e-70 

133 

100 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399297 

LIB3431-023-P1-K1-F5 

BLASTX 

g2570511 

348 

8.0e-33 

118 

87 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 
399298 

LIB3431-023-P1-K1-F6 

BLASTX 

g547712 

510 

9.0e-52 

103 

98 

EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 

>gi_542153_pir S38358 translation initiation factor eIF-4A 

- rice >gi_303844_dbj_BAA02152__ (D12627) eukaryotic 
initiation factor 4A [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399299 

LIB3431-023-P1-K1-F7 

BLASTX 

g2407281 ^ 

784 

7.0e-84 

148 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399300 

LIB3431-023-P1-K1-G10 

BLASTX 

g!15787 

664 

7.0e-70 

130 
98 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399301 

LIB3431-023-P1-K1-G12 

BLASTX 

g2501190 

591 

3.0e-61 

140 

84 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399302 

LIB3431-023-P1-K1-G2 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399303 

LIB3431-023-P1-K1-G3 

BLASTX 

g4079798 

558 

2.0e-57 

143 

78 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399304 

LIB3431-023-P1-K1-G5 

BLASTX 

g66298 

347 

9.0e-36 
87 
84 

catalase (EC 1.11, 
(X61626) catalase 



1.6) - rice >gi_20192_emb_CAA43814__ 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399305 

LIB3431-023-P1-K1-G7 

BLASTX 

g4972093 

263 

9.0e-23 

116 

47 

(AL0784 68) putative protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399306 

LIB3431-023-P1-K1-G8 

BLASTX 

g3789954 

639 

6.0e-67 
119 
99 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



399307 

LIB3431-023-P1-K1-G9 

BLASTX 

gl32105 

582 

3.0e-60 

125 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399308 

LIB3431-023-P1-K1-H10 

BLASTX 

gl20510 

380 

2.0e-36 

86 

84 

FERRITIN 2 PRECURSOR >gi__82 688_pir S24057 ferritin 

precursor (clone FM2) - maize >gi_22278_emb_CAA43664__ 
(X61392) ferritin [Zea mays] 

399309 

LIB3431-023-P1-K1-H11 

BLASTX 

g2072555 

263 

2.0e-28 

62 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb__AAF03603.1__ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399310 

LIB3431-023-P1-K1-H12 
BLASTX 



51050 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl835731 
283 

3.0e-25 

64 

83 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
399311 

LIB3431-023-P1-K1-H3 

BLASTX 

g226263 

177 

3.0e-13 

78 

53 

chlorophyll a/b binding protein [Glycine max] 



399312 

LIB3431- 

BLASTX 

g871931 

356 

7.0e-34 

72 

99 

(D30763] 



023-P1-K1-H4 



ferredoxin [Oryza sativa] 



399313 

LIB3431-023-P1-K1-H5 

BLASTX 

g4850400 

145 

2.0e-19 

93 
68 

(AC007357) Similar to gb_M86917 oxysterol-binding protein 
from Homo sapiens. [Arabidopsis thaliana] 

399314 

LIB3431-023-P1-K1-H6 

BLASTX 

g5123939 

242 

5.0e-33 

102 

73 

(AL079349) putative protein [Arabidopsis thaliana] 
399315 

LIB3431-023-P1-K1-H8 

BLASTX 

g82080 

494 

7.0e-50 

136 

69 

chlorophyll a/b-binding protein type III precursor - tomato 



51051 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

399316 

LIB3431-023-P1-K1-H9 

BLASTX 

g3914425 

600 

2.0e-62 

143 

77 

PROTEASOME EPSILON CHAIN PRECURSOR (MACRO PAIN EPSILON 
CHAIN) ( MUL T I CATAL YT I C ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2511596_emb_CAA74029.1_ (Y13695) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421117 (AF043536) 20S 
proteasome beta subunit PBE1 [Arabidopsis thaliana] 
>gi_4850389_gb_AAD31059.1_AC007357__8 (AC007357) Identical 
to gb_Y13695 multicatalytic endopeptidase complex, 
proteasome precursor, beta subunit (prce) from Arabidopsis 
thaliana. ESTs gb_Y09360, gb_F13852, gb_T20555, gb_T44620, 
gb_AI099779 and gb_AA5861 

399317 

LIB3431-023-P1-N1-A11 

BLASTX 

gl657621 

146 

4.0e-09 

36 

81 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 
>gi__5478795_dbj__BAA82478.1_ (AB017643) Short-chain acyl CoA 
oxidase [Arabidopsis thaliana] 



Seq. No. 


399318 


Seq. ID 


LIB3431-023-P1-N1-A3 


Method 


BLASTN 


NCBI GI 


g5803242 


BLAST score 


228 


E value 


1.0e-125 


Match length 


365 


% identity 


99 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone : P0535G04 


Seq. No. 


399319 


Seq. ID 


LIB3431-023-P1-N1-A4 


Method 


BLASTX 


NCBI GI 


g5734618 


BLAST score 


154 


E value 


4.0e-10 


Match length 


93 


% identity 


38 


NCBI Description 


(AP000391) Similar to Arabidopsis thaliana chromosome 




BAC F5H14 genomic sequence; unknown protein (AC006234) 




[Oryza sativa] 



51052 



4> 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399320 

LIB3431-023-P1-N1-A6 

BLASTN 

g304219 

36 

5.0e-ll 

68 

88 

Hordeum vulgare chloroplast photosystem I PSK-I subunit 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399321 

LIB3431-023-P1-N1-B2 

BLASTX 

g347451 

207 

3.0e-16 
39 
100 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399322 

LIB3431-023-P1-N1-B5 

BLASTN 

g3885887 

164, 

4.0e-87 

272 

90 

Oryza sativa high mobility group protein 
complete cds 



(HMG) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399323 

LIB3431-023-P1-N1-C11 

BLASTX 

gl076724 

263 

7.0e-23 

56 

88 

LHCI-680, photosystem I 
>gi_ 666054 emb CAA59049 



antenna protein - barley 
(X84308) LHCI-680, photosystem I 



antenna protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399324 

LIB3431-023-P1-N1-C12 

BLASTX 

g671740 

546 

7.0e-56 

99 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



51053 



4> 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399325 

LIB3431-023-P1-N1-C2 

BLASTX 

g231610 

215 

3.0e-17 

65 
74 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152__ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 

399326 

LIB3431-023-P1-N1-C3 

BLASTN 

g606816 

301 

1.0e-169 

321 
98 

Oryza sativa chloroplast carbonic anhydrase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399327 

LIB3431-023-P1-N1-C4 

BLASTN 

g2072554 

403 

0.0e+00 

403 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399328 

LIB3431-023-P1-N1-C5 

BLASTX 

g3183079 

629 

1.0e-65 

147 

82 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 
>gi_1375075_dbj_BAA12870.1_ (D85763) glyoxysomal malate 
dehydrogenase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399329 

LIB3431-023-P1-N1-C9 

BLASTX 

g731707 

204 

2.0e-22 

116 

47 

SET1 PROTEIN >gi 626647_pir S48961 hypothetical protein 



51054 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



YHR119w - yeast (Saccharomyces cerevisiae) >gi_529135 
(U00059) Setlp [Saccharomyces cerevisiae] 

399330 

LIB3431-023-P1-N1-D11 

BLASTN 

g2072554 

405 

0.0e+00 

405 

100 

Oryza sativa metallothionein-like protein iriRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



399331 

LIB3431-023-P1-N1-D12 

BLASTX 

g671740 

388 

3.0e-37 

115 

53 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

399332 

LIB3431-023-P1-N1-D2 

BLASTX 

g5816996 

333 

6.0e-31 

86 
79 

(AL110123) ribosomal protein L32-like protein [Arabidopsis 
thaliana] 

399333 

LIB3431-023-P1-N1-D3 

BLASTX 

gl32105 

402 

4.0e-39 

73 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKR2S9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399334 

LIB3431-023-P1-N1-D5 
BLASTX 



51055 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3885519 
164 

2.0e-ll 

35 
94 

(AF084204) similar to ribosomal protein L32 [Medicago 
sativa] 

399335 

LIB3431-023-P1-N1-D9 

BLASTX 

gl070408 

148 

2.0e-09 

27 

100 

ferredoxin [2Fe-2S] I - rice 
399336 

LIB3431-023-P1-N1-E1 

BLASTX 

g3929924 

292 

3.0e-26 

56 

98 

(AB020502) catalase [Oryza sativa] 
399337 

LIB3431-023-P1-N1-E11 

BLASTX 

g3789954 

384 

5.0e-37 

71 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399338 

LIB3431-023-P1-N1-E3 

BLASTX 

g!00849 

367 

4.0e-35 

85 

86 

acetolactate synthase (EC 4.1.3.18) (clone pSOG108) - maize 
>gi_22139_emb_CAA45116_ (X63553) acetohydroxyacid synthase 
[Zea mays] 

399339 

LIB3431-023-P1-N1-E5 

BLASTX 

gl31225 

311 

2.0e-28 



51056 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 
69 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

399340 

LIB3431-023-P1-N1-F10 

BLASTX 

g4033838 

251 

2.0e-21 

60 

80 

(Y18550) sigma-like factor [Arabidopsis thaliana] 
>gi_4972299_dbj_BAA78109.1_ (AB021120) RNA polymerase sigma 
subunit SigE [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399341 

LIB3431-023-P1-N1-F11 

BLASTX 

g6103011 

352 

2.0e-33 

75 

47 

(X84225) precursor of photosystem II subunit (22KDa) 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399342 

LIB3431-023-P1-N1-F12 

BLASTX 

g289920 

300 

3.0e-27 

57 

100 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

399343 

LIB3431-023-P1-N1-F4 

BLASTX 

gll8170 

307 

6.0e-28 

59 

100 

CYSTEINE PROTEINASE INHIBITOR- I ( ORYZACYSTATIN- I ) 

>gi_82491_pir A28464 oryzacystatin - rice >gi_169784 

(J03469) oryzacystatin [Oryza sativa] >gi_169807 (M29259) 
oryzastatin [Oryza sativa] >gi_259137_bbs_120195 (S49967) 
oryzacystatin=cysteine protease inhibitor [Oryza^rice, 
Peptide, 102 aa] [Oryza] >gi_1280613 (U54702) oryzacystatin 
[Oryza sativa] 



51057 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399344 

LIB3431-023-P1-N1-F5 

BLASTX 

gll5794 

467 

9.0e-47 

94 

91 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399345 

LIB3431-023-P1-N1-F6 

BLASTX 

g547712 

219 

1.0e-17 

43 
100 

EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 

>gi_542153_pir S38358 translation initiation factor eIF-4A 

- rice >gi_303844_dbj_BAA02152_ (D12627) eukaryotic 
initiation factor 4A [Oryza sativa] 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399346 

LIB3431-023-P1-N1-F7 

BLASTX 

g347451 

169 

8.0e-12 

32 

100 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399347 

LIB3431-023-P1-N1-F9 

BLASTX 

g!34034 

238 

6.0e-20 

66 

68 

30S RIBOSOMAL PROTEIN S30, CHLOROPLAST PRECURSOR (CS-S5) 
(CS5 ) (S22) (RIBOSOMAL PROTEIN 1) (PSRP-1) 

>gi_279640_pir R3SPS5 ribosomal protein CS-S22 precursor, 

chloroplast - spinach >gi_12316_emb_CAA41960_ (X59270) 
chloroplast ribosomal protein S22 [Spinacia oleracea] 
>gi_18031_emb_CAA33403_ (X15344) spinach S22 r-protein 
[Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 



399348 

LIB3431-023-P1-N1-G10 
BLASTX 



51058 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g421916 
199 

2.0e-15 

37 

100 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 

399349 

LIB3431-023-P1-N1-G2 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441__gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399350 

LIB3431-023-P1-N1-G5 

BLASTX 

g2130069 

192 

2.0e-14 

39 

95 

catalase (EC 1.11.1.6) 



catA - rice 



>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
399351 

LIB3431-023-P1-N1-G7 

BLASTX 

g4972093 

236 

1.0e-19 

59 

76 

(AL078468) putative protein [Arabidopsis thaliana] 
399352 

LIB3431-023-P1-N1-G8 

BLASTX 

g3789954 

329 

1.0e-30 

62 

98 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



399353 

LIB3431-023-P1-N1-G9 

BLASTX 

gl32105 



51059 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



507 

2.0e-51 

93 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi_68094_pir_RKRZS9 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq* No. 


399354 


Seq. ID 


LIB3431-023-P1-N1-H10 


Method 


DT 7\ O rp VF 

tSLAolN 


NCBI GI 


g4555 10 


BLAST score 


100 


E value 


q A Q 


Match length 


"1 Ci A 

104 


% identity 


99 


NCBI Description 


Kice hikna tor rerriLin, partial sequence 


Seq.^p. 


399355 


Seq. ID 


LIB3431-023-P1-N1-H11 


Method 


TIT TV onrxT 

BLASTN 


NCBI GI 


g2072554 


BLAST score 


226 


E value 


1 . Oe-124 


Match length 


moo 

338 


% identity 


92 


NCBI Description 


oryza sativa irietaiiotmonem— iiKe protein mrUNii, complete 




cds 


Seq. No. 


399356 


Seq. ID 


LI Bo 4 J 1 — U^o-irl-lN ±— nlz 


Method 


DT 7i CTY 
DlifiO 1 A 


NCBI GI 


gl835731 


BLAST score 


284 


E value 


2.0e-25 


Match length 


71 


% identity 


80 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 


Seq. No. 


399357 


Seq. ID 


LIB3431-023-P1-N1-H4 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


204 


E value 


7.0e-16 


Match length 


38 


% identity 


100 


NCBI Description 


(D307 63) ferredoxin [Oryza sativa] 


Seq. No. 


399358 


Seq. ID 


LIB3431-023-P1-N1-H8 



51060 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll5813 

220 

8.0e-18 

53 

81 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399359 

LIB3431-023-P1-N1-H9 

BLASTX 

g3914430 

241 

3.0e-20 

75 

60 

PROTEASOME EPSILON CHAIN PRECURSOR (MACROPAIN EPSILON 
CHAIN) (MULT I CATALYTIC ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2285800_dbj_BAA21650_ (D78172) 26S proteasome beta 
subunit [Spinacia oleracea] 



Seq. No. 


399360 


Seq. ID 


LIB3431-024-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g5902390 


BLAST score 


218 


E value 


1. Oe-17 


Match length 


109 


% identity 


50 


NCBI Description 


(AC008148) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


399361 


Seq. ID 


LIB3431-024-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g!35535 


BLAST score 


377 


E value 


2.0e-36 


Match length 


93 


% identity 


81 


NCBI Description 


T-COMPLEX PROTEIN 1, ALPHA SUBUNIT ( TCP- 1 -ALPHA) 


(CCT-ALPHA) >gi 322602 pir JN0448 t-complex polypeptide 




Tcp-1 - Arabidopsis thaliana >gi_217871__dbj__BAA01955__ 




(D11351) t-complex polypeptide 1 homologue [Arabidopsis 




thaliana] >gi_232 6265__dbj_BAA21772_ (D11352) CCT 




alpha/TCP-1 [Arabidopsis thaliana] 


Seq. No. 


399362 


Seq. ID 


LIB3431-024-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3885894 


BLAST score 


565 


E value 


4.0e-58 


Match length 


139 


% identity 


81 


NCBI Description 


(AF093635) photosystem-1 H subunit G0S5 [Oryza sativa] 



51061 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399363 

LIB3431-024-P1-K1-A4 

BLASTN 

g487319 

47 

3.0e-17 

47 

100 

Rice mRNA EN66, partial sequence 
399364 

LIB3431-024-P1-K1-A7 

BLASTX 

g5902390 

174 

2.0e-12 

119 

40 

(AC008148) Unknown protein [Arabidopsis thaliana] 
399365 

LIB3431-024-P1-K1-A9 

BLASTX 

g2407281 

673 

6.0e-71 

125 
99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

399366 

LIB3431-024-P1-K1-B1 

BLASTX 

gl32105 

530 

4.0e-54 

96 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399367 

LIB3431-024-P1-K1-B10 

BLASTX 

g729478 

343 

3.0e-32 
119 



51062 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 

FERREDOX I N — NAD P REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_6069649_dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647 (E1557) ,C72400 (E1557) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 

399368 

LIB3431-024-P1-K1-B11 

BLASTX 

gl707998 

227 

1.0e-18 

83 

59 

SERINE HYDROXYMETHYLTRANS FERASE , MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANS FERASE) 
(SHMT) >gi_481944_pir S40218 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - potato 

>gi_438247_emb_CAA81082_ (Z25863) glycine 

hydroxymethyltransf erase [Solanum tuberosum] 

399369 

LIB3431-024-P1-K1-B12 

BLASTX 

g!67097 

279 

3.0e-37 

95 

83 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 

399370 

LIB3431-024-P1-K1-B2 

BLASTN 

g20262 

139 

2.0e-72 

159 

97 

0. sativa light-induced mRNA 
399371 

LIB3431-024-P1-K1-B4 

BLASTX 

g3789954 

623 

4.0e-65 

115 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 
Seq. ID 



399372 

LIB3431-024-P1-K1-B5 



51063 



Method BLASTX 
NCBI GI gl31225 
BLAST score 350 
E value 3.0e-33 
Match length 7 6 

% identity 89 
NCBI Description PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi__100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

399373 

LIB3431-024-P1-K1-B6 
BLASTX 
g2072555 
237 

6.0e-20 
44 
100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441__gb_AAF03603.1__ (AF147786) metallothionein-like 
protein [Oryza sativa] 

Seq. No. 399374 

Seq. ID LIB3431-024-P1-K1-B7 

Method BLASTX 

NCBI GI gl835731 

BLAST score 47 9 

E value 4.0e-48 

Match length 102 

% identity 89 

NCBI Description (U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 

Seq. No. 399375 

Seq. ID LIB3431-024-P1-K1-B9 

Method BLASTX 

NCBI GI gl835731 

BLAST score 531 

E value 2.0e-54 

Match length 101 

% identity 100 

NCBI Description (U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 

Seq. No. 399376 

Seq. ID LIB3431-024-P1-K1-C1 

Method BLASTX 

NCBI GI g4512616 

BLAST score 497 

E value 3.0e-50 

Match length 120 

% identity 79 

NCBI Description (AC004793) Contains similarity to gi_1653332 extragenic 

suppressor (SuhB) from Synechocystis sp. gb_D90912 and is a 
member of the Inositol monophophatase family PF_00459. EST 
gb_AA597395 comes from this gene. [Arabidopsis tha 

Seq. No. 399377 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51064 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-024-P1-K1-C10 

BLASTX 

g2407279 

315 

7.0e-29 

63 

97 

(AF017362) aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399378 

LIB3431-024-P1-K1-C11 
BLASTX 
g320618 
458 

9.0e-46 
106 
83 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 


399379 


Seq. ID 


LIB3431-024-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


322 


E value 


9.0e-30 


Match length 


72 


% identity 


85 


NCBI Description 


(U86018) photosystem II : 


Seq. No. 


399380 


Seq. ID 


LIB3431-024-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4938486 


BLAST score 


327 


E value 


1.0e-30 


Match length 


78 


% identity 


78 


NCBI Description 


(AL078464) putative prot< 


Seq. No. 


399381 


Seq. ID 


LIB3431-024-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g482445 


BLAST score 


604 


E value 


6.0e-63 


Match length 


121 


% identity 


95 


NCBI Description 


chlorophyll a/b-binding 



duckweed >gi_168296 (M29334) light-harvesting chlorophyll 
a/b protein precursor [Lemna gibba] 



Seq. No. 
Seq. ID 



399382 

LIB3431-024-P1-K1-C6 



51065 



^^^^ 



Method 


BLASTX 


NCBI GI 


g4884866 


BLAST score 


275 


E value 


2.0e-24 


Match length 


96 


% identity 


57 


NCBI Description 


(AF133531) water channel protein Mipl [Mesembryanthemum 




crystal linum] 


Seq. No. 


399383 


Seq. ID 


LIB3431-024-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3402713 


BLAST score 


248 


E value 


5.0e-21 


Match length 


64 


% identity 


72 


NCBI Description 


(AC004261) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


399384 


Seq. ID 


LIB3431-024-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


9.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




>gi_6103441__gb_AAF03603. 1_ (AF147786) metallothionein-1. 




protein [Oryza sativa] 


Seq. No. 


399385 


Seq. ID 


LIB3431-024-P1-K1-C9 


Method 


BLASTN 


NCBI GI 


g20181 


BLAST score 


58 


E value 


5.0e-24 


Match length 


62 


% identity 


98 


NCBI Description 


Rice cab2R gene for light harvesting chlorophyll 




a/b-binding protein 


Seq. No. 


399386 


Seq. ID 


LIB34 31-024 -P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3913641 


BLAST score 


483 


E value 


6.0e-49 


Match length 


95 


% identity 


98 


NCBI Description 


FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 



(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 
>gi_3041777_dbj_BAA25423_ (AB007194) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



Seq. No. 
Seq. ID 



399387 

LIB3431-024-P1-K1-D10 



51066 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4689380 

620 

9.0e-65 

125 

88 

(AF139465) LHCII type III chlorophyll a/b binding protein 
[Vigna radiata] 

399388 

LIB3431-024-P1-K1-D12 

BLASTX 

g320618 

463 

2.0e-46 

106 

83 

chlorophyll a/b-binding protein I 
>gi_218172__dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399389 

LIB3431-024-P1-K1-D2 

BLASTN 

g2306980 

150 

7.0e-79 

174 

97 

Oryza sativa photosystem I antenna protein 
complete cds 



(Lhca) mRNA, 



Seq. No. 


399390 


Seq. ID 


LIB3431-024-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


361 


E value 


1.0e-36 


Match length 


85 


% identity 


100 


NCBI Description 


(D30763) ferredoxin [Oryza sativa^ 


Seq. No. 


399391 


Seq. ID 


LIB3431-024-P1-K1-D4 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


4.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete < 


Seq. No. 


399392 


Seq. ID 


LIB3431-024-P1-K1-D6 


Method 


BLASTX 



51067 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2342719 
324 

6.0e-30 

139 

50 

(AC002341) SF16 protein isolog [Arabidopsis thaliana] 
399393 

LIB3431-024-P1-K1-D9 

BLASTX 

g4585882 

399 

7.0e-39 

127 

62 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

399394 

LIB3431-024-P1-K1-E1 

BLASTX 

g2407281 

547 

3.0e-56 

108 

96 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

399395 

LIB3431-024-P1-K1-E10 

BLASTX 

g!33936 

685 

3.0e-72 

132 

100 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S3 >gi_70867_pir R3RZ3 

ribosomal protein S3 - rice chloroplast 
>gi_12025__emb_CAA33934_ (X15901) ribosomal protein S3 

[Oryza sativa] >gi_22664 6_prf 1603356BW ribosomal protein 

S3 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



399396 

LIB3431-024-P1-K1-E12 

BLASTX 

g2130069 

749 

8.0e-80 

135 

99 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
399397 

LIB3431-024-P1-K1-E2 
BLASTX 



51068 



NCBI GI 


— O O 0*7 C "1 c 

gzoz / olo 


BLAST score 


264 


E value 


5.0e-23 


Match length 


89 


% identity 


55 


NCBI Description 


(AL021633) DNA topoisomerase like-protein [Arabidopsi; 




thaliana] 


Seq. No. 


399398 


Seq. ID 


LIB34 31-024 -P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g20181 


BLAST score 


109 


E value 


4.0e-54 


Match length 


113 


% identity 


99 


NCBI Description 


Rice cab2R gene for light harvesting chlorophyll 




a/b-binding protein 


Seq. No. 


399399 


Seq. ID 


LIB3431-024-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


412 


E value 


2.0e-40 


Match length 


81 


% identity 


99 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza sat 


Seq. No. 


399400 


Seq. ID 


LIB34 31-02 4-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


6. 0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


399401 


Seq. ID 


LIB3 4 31-024 -P1-K1-E8 


Method 


BLASTX 


NCBI GI 


gozUol / 


BLAST score 


471 


E value 


2.0e-48 


Match length 


122 


% identity 


80 


NCBI Description 


chlorophyll a/b-binding protein II precursor - rice 



>gi_227 612_prf_ 
[Oryza sativa] 



1707316B chlorophyll a/b binding protein 2 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399402 

LIB3431-024-P1-K1-F1 

BLASTX 

g2072555 

237 

9.0e-20 



51069 



Match length 

% identity 

NCBI Description 



0 

44 
100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399403 

LIB3431-024-P1-K1-F10 

BLASTX 

g3126854 

606 

4.0e-63 

114 

99 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
399404 

LIB3431-024-P1-K1-F2 

BLASTX 

g5360230 

500 

5.0e-51 

88 

99 

(AB015287) Ran [Oryza sativa] 
399405 

LIB3431-024-P1-K1-F3 

BLASTX 

g462195 

309 

3.0e-28 

74 

81 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA3619D_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 

399406 

LIB3431-024-P1-K1-F4 

BLASTX 

g4582436 

388 

1.0e-37 

94 

77 

(AC007196) unknown protein [Arabidopsis thaliana] 
399407 

LIB3431-024-P1-K1-F5 

BLASTN 

g6015437 

36 

1.0e-10 

36 



51070 



% identity 

NCBI Description 



100 

Homo sapiens PEX1 mRNA, complete cds 



Seq. No. 


399408 


Seq. ID 


LIB3431-024-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4929312 


BLAST score 


233 


E value 


8 . Oe-29 


Match length 


123 


% identity 


59 


NCBI Description 


(AF145045) TATC [Arabidopsis thaliana] 


Seq. No. 


399409 


Seq. ID 


LIB3431-024-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2564253 


BLAST score 


361 


E value 


2.0e-34 


Match length 


83 


% identity 


81 


NCBI Description 


(Z99996) diadenosine 5 1 , 5 1 1 T -PI, P4-tetraphosphate hydrolase 




[Hordeum vulgare] 


Seq. No. 


399410 


Seq. ID 


LIB3431-024-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2245062 


BLAST score 


418 


E value 


5.0e-41 


Match length 


104 


% identity 


77 


NCBI Description 


(Z97342) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


399411 


Seq. ID 


LIB3431-024-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2190543 


BLAST score 


145 


E value 


3.0e-09 


Match length 


98 


% identity 


39 


NCBI Description 


(AC001229) EST gb_N37484 comes from this gene. [Arabidopsis 




thaliana] 


Seq. No. 


399412 


Seq. ID 


LIB3431-024-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g4883530 


BLAST score 


235 


E value 


1.0e-19 


Match length 


110 


% identity 


48 


NCBI Description 


(AF123266) remorin 2 [Lycopersicon esculentum] 


Seq. No. 


399413 


Seq. ID 


LIB3431-024-P1-K1-G12 



51071 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5902158 

246 

6.0e-21 

75 
56 

zinc finger protein 183 (RING finger, C3HC4 type) 
>gi_3123165_sp_015541_Z183_HUMAN ZINC FINGER PROTEIN 183 
>gi_2274982_emb_CAA66907_ (X98253) ZNF183 [Homo sapiens] 
>gi_2341022 (AC002477) zinc-finger protein [Homo sapiens] 

399414 

LIB3431-024-P1-K1-G2 

BLASTX 

g2072555 

237 

6.0e-20 
44 

100 . . 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399415 

LIB3431-024-P1-K1-G4 

BLASTX 

gll5787 

380 

1.0e-36 

92 

85 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399416 

LIB3431-024-P1-K1-G6 

BLASTX 

gl657859 

155 

2.0e-10 

60 

55 

(U73218) chlorophyll a/b-binding protein WCAB precursor 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399417 

LIB3431-024-P1-K1-G7 

BLASTX 

g3386621 

554 

6.0e-57 

147 

71 

(AC004665) unknown protein [Arabidopsis thaliana] 



51072 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399418 

LIB3431-024-P1-K1-G8 

BLASTX 

g4538947 

166 

1.0e-ll 

61 

54 

(AL049483) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 

399419 

LIB3431-024-P1-K1-G9 

BLASTX 

gl32105 

289 

4.0e-26 

76 

78 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399420 

LIB3431-024-P1-K1-H1 

BLASTX 

g3885886 

327 

8.0e-31 

65 

10Q 

(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 



399421 

LIB3431-024-P1-K1-H11 

BLASTX 

gl931644 

250 

3.0e-21 

105 

44 

(U95973) membrane protein 
[Arabidopsis thaliana] 



PTM1 precursor isolog 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399422 

LIB3431-024-P1-K1-H12 

BLASTX 

g2072555 

237 

8.0e-20 



51073 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

44 
100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399423 

LIB3431-024-P1-K1-H2 

BLASTX 

g2072555 

237 

6.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603. 1_ (AF14778 6) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


399424 


Seq. ID 


LIB3431-024-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


189 


E value 


o . ue— 14 


Match length 


49 


% identity 


76 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide 


Seq. No. 


399425 


Seq. ID 


LIB3431-024-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g!498315 


BLAST score 


250 


E value 


7.0e-25 


Match length 


121 


% identity 


50 


NCBI Description 


(U56419) IAP100 [Pisum sativum] 


Seq. No. 


399426 


Seq. ID 


LIB3431-024-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


290 


E value 


6.0e-26 


Match length 


76 


% identity 


74 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


399427 


Seq. ID 


LIB3431-024-P1-K1-H6 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


34 


E value 


9.0e-10 


Match length 


34 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 



51074 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399428 

LIB3431-024-P1-K1-H8 

BLASTX 

g3288821 

490 

2.0e-49 

129 

75 

(AF063901) alanine rglyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_473398 9_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 



Seq. No. 


399429 


Seq. ID 


LIB3431-024-P1-N1-A2 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


212 


E value 


7 ,0e-17 


Match length 


40 


% identity 


97 


NCBI Description 


(AB016283) carbonic anhydras* 


Seq. No. 


399430 


Seq. ID 


LIB3431-024-P1-N1-A3 


Method 


BLASTN 


NCBI GI 


g3885893 


BLAST score 


99 


E value 


3.0e-48 


Match length 


131 


% identity 


94 


NCBI Description 


Oryza sativa photosystem-1 H 




complete cds 


Seq. No. 


399431 


Seq. ID 


LIB3431-024-P1-N1-A9 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


288 


E value 


4.0e-26 


Match length 


57 


% identity 


95 



[Oryza sativa] 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



399432 

LIB3431-024-P1-N1-B10 

BLASTX 

g729478 



51075 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



370 

2.0e-35 

73 

92 

FERREDOXIN— NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04 616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi__606964 9_dbj_BAA85425. 1_ 
(AP000616) ESTs AU078647 (E1557) ,C72400 (E1557) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D177 90) [Oryza sativa] 

399433 

LIB3431-024-P1-N1-B12 

BLASTX 

gl32166 

156 

2.0e-10 

31 
84 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660__pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 

>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 - 
473) [Arabidopsis thaliana] 

399434 

LIB3431-024-P1-N1-B2 

BLASTX 

g417260 

268 

2.0e-23 

69 

72 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

399435 

LIB3431-024-P1-N1-B4 

BLASTX 

g3789954 

335 

3.0e-31 

62 

100 

(AF09477 6) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



399436 

LIB3431-024-P1-N1-B5 

BLASTX 

gl31225 

196 

5.0e-15 

51 

73 



51076 



HP 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 

399437 

LIB3431-024-P1-N1-B6 

BLASTX 

g2072555 

196 

5.0e-15 

37 
100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441__gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399438 

LIB3431-024-P1-N1-B8 

BLASTX 

gl31225 

216 

2.0e-17 

56 

73 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



10 kDa polypeptide [Oryza sativa] 



399439 

LIB3431-024-P1-N1-B9 
BLASTX 
gl835731 
590 

4.0e-61 

126 
91 

(U86018) photosystem II 
399440 

LIB3431-024-P1-N1-C1 

BLASTX 

g4512616 

334 

3.0e-31 

80 

81 

(AC004793) Contains similarity to gi_1653332 extragenic 
suppressor (SuhB) from Synechocystis sp. gb_D90912 and is a 
member of the Inositol monophophatase family PF__00459. EST 
gb__AA597395 comes from this gene. [Arabidopsis tha 

399441 

LIB3431-024-P1-N1-C10 

BLASTX 

g2407279 



51077 



BLAST score 


216 


E value 


2.0e-17 


Match length 


44 


% identity 


100 


NCBI Description 


(AF017362) aldolase [Oryza : 


Seq. No. 


399442 


Seq. ID 


LIB3431-024-P1-N1-C11 


Method 


BLASTX 


NCBI GI 


g3036946 


BLAST score 


319 


E value 


2.0e-29 


Match length 


61 


% identity 


100 


NCBI Description 


(AB012637) light harvesting 




[Nicotiana sylvestris] 


Seq. No. 


399443 


Seq. ID 


LIB3431-024-P1-N1-C12 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


188 


E value 


3.0e-14 


Match length 


48 


% identity 


77 


NCBI Description 


(U86018) photosystem II 10 ] 


Seq. No. 


399444 


Seq. ID 


LIB3431-024-P1-N1-C3 


Method 


BLASTX 


NCBI GI 


g3036942 


BLAST score 


243 


E value 


1.0e-20 


Match length 


45 


% identity 


100 


NCBI Description 


(AB012636) light harvesting 




[Nicotiana sylvestris] 


Seq. No. 


399445 


Seq. ID 


LIB3431-024-P1-N1-C8 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


246 


E value 


1.0e-136 


Match length 


282 


% identity 


97 


NCBI Description 


Oryza sativa metallothionei] 




cds 


Seq. No. 


399446 


Seq. ID 


LIB3431-024-P1-N1-D1 


Method 


BLASTX 


NCBI GI 


g3913641 


BLAST score 


211 


E value 


4.0e-17 


Match length 


41 


% identity 


100 



kDa polypeptide [Oryza sativa] 



51078 



NCBI Description 



FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6 -BIS PHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 
>gi_3041777_dbj_BAA25423_ (AB007194) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399447 

LIB3431-024-P1-N1-D10 

BLASTX 

g479406 

396 

2.0e~38 

78 

95 

chlorophyll a/b-binding protein - garden pea 
>gi_20671_emb_CAA4 914 9_ (X69215) chlorophyll a/b-binding 
protein [Pisum sativum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399448 

LIB3431-024-P1-N1-D11 

BLASTX 

g3510256 

194 

7.0e-15 

48 

67 

(AC005310) unknown protein [Arabidopsis thaliana] 
399449 

LIB3431-024-P1-N1-D12 

BLASTX 

gll5787 

432 

1.0e-42 

82 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP^) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

399450 

LIB3431-024-P1-N1-D2 

BLASTX 

g551047 

268 

2.0e-23 

52 

96 

{XI 9211) type II LHCI [Lolium temulentum] 
399451 

LIB3431-024-P1-N1-D3 

BLASTN 

g2305114 

291 

1.0e-163 



51079 



Match length 


334 


% identity 


97 


NCBI Description 


Oryza sativa ferredoxin mRNA, complete cds 


Seq. No. 


399452 


Seq. ID 


LIB3431-024-P1-N1-D4 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


4.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


399453 


Seq. ID 


LIB3431-024-P1-N1-D9 


Method 


BLASTX 


NCBI GI 


gll5813 


BLAST score 


233 


E value 


2.0e-19 


Match length 


53 


% identity 


85 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 


CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 




chlorophyll a/b-binding protein [Lycopersicon esculentum] 


Seq. No. 


399454 


Seq. ID 


LIB3431-024-P1-N1-E1 


Method 


BLASTX 


NCBI GI 


g347451 


BLAST score 


224 


E value 


3.0e-18 


Match length 


46 


% identity 


91 


NCBI Description 


(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 




sativa] 


Seq. No. 


399455 


Seq. ID 


LIB3431-024-P1-N1-E12 


Method 


BLASTX 


NCBI GI 


g2130069 




194 


E value 


9.0e-15 


Match length 


39 


% identity 


95 


NCBI Description 


catalase (EC 1.11.1.6) catA - rice 




>gi__1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 


Seq. No. 


399456 


Seq. ID 


LIB3431-024-P1-N1-E3 


Method 


BLASTN 


NCBI GI 


g20181 


BLAST score 


106 


E value 


2.0e-52 


Match length 


113 


% identity - 


98 


NCBI Description 


Rice cab2R gene for light harvesting chlorophyll 



51080 



€1 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



a/b-binding protein 
399457 

LIB3431-024-P1-N1-E4 

BLASTX 

gl835731 

297 

7.0e-27 

67 

85 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
399458 

LIB3431-024-P1-N1-E8 

BLASTX 

g3126854 

240 

3.0e-20 

65 

74 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
399459 

LIB3431-024-P1-N1-F1 

BLASTN 

g2072554 

388 

0.0e+00 

388 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 


399460 


Seq. ID 


LIB3431-024-P1-N1-F10 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


261 


E value 


1.0e-22 


Match length 


52 


% identity 


94 


NCBI Description 


(AF061577) chlorophyll a, 


Seq. No. 


399461 


Seq. ID 


LIB3431-024-P1-N1-F12 


Method 


BLASTN 


NCBI GI 


g6069643 


BLAST score 


51 


E value 


1.0e-19 


Match length 


79 


% identity 


91 


NCBI Description 


Oryza sativa genomic DNA, 


Seq. No. 


399462 


Seq. ID 


LIB3431-024-P1-N1-F2 


Method 


BLASTN 


NCBI GI 


g5360229 



51081 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394 

0.0e+00 

419 

98 

Oryza sativa mRNA for Ran, complete cds 



Seq. No. 


399463 


Seq. ID 


LIB3431-024-P1-N1-F3 


Method 


BLASTN 


NCBI GI 


g3789949 


BLAST score 


83 


E value 


1.0e-38 


Match length 


95 


% identity 


97 


NCBI Description 


Oryza sativa translation initiation factor (G0S2) 




complete cds 


Seq. No. 


399464 


Seq. ID 


LIB3431-024-P1-N1-F4 


Method 


BLASTX 


NCBI GI 


g4582436 


BLAST score 


162 


E value 


7.0e-ll 


Match length 


77 


% identity 


47 


NCBI Description 


(AC007196) unknown protein [Arabidopsis thaliana] 


Seq. No. 


399465 


Seq. ID 


LIB3431-024-P1-N1-F7 


Method 


BLASTX 


NCBI GI 


g4929312 


BLAST score 


203 


E value 


7.0e-16 


Match length 


70 


% identity 


63 


NCBI Description 


(AF145045) TATC [Arabidopsis thaliana] 


Seq. No. 


399466 


Seq. ID 


LIB3431-024-P1-N1-G10 


Method 


BLASTX 


NCBI GI 


g4731573 


BLAST score 


201 


E value 


1.0e-15 


Match length 


48 


% identity 


77 


NCBI Description 


(AF123265) remorin 1 [Lycopersicon esculentum] 


Seq. No. 


399467 


Seq. ID 


LIB3431-024-P1-N1-G12 


Method 


BLASTX 


NCBI GI 


g5262156 


BLAST score 


226 


E value 


2.0e-18 


Match length 


65 


% identity 


52 


NCBI Description 


(AL080237) putative protein [Arabidopsis thaliana] 



51082 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399468 

LIB3431-024-P1-N1-G2 

BLASTX 

g2072555 

227 

1.0e-18 

44 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399469 

LIB3431-024-P1-N1-G4 

BLASTX 

gll5784 

182 

2.0e-13 

33 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I (CAB) 
{LHCP) >gi_167525 (M16058) chlorophyll a/b-binding protein 
[ Cucumi s sat i vus ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399470 

LIB3431-024-P1-N1-G5 

BLASTX 

gl67097 

151 

5.0e-17 

52 

88 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399471 

LIB3431-024-P1-N1-G6 

BLASTX 

gl!5784 

150 

1.0e-09 

33 

85 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I (CAB) 
(LHCP) >gi_167525 (M16058) chlorophyll a/b-binding protein 
[ Cucumi s sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399472 

LIB3431-024-P1-N1-G9 

BLASTX 

gl32105 

320 

1.0e-29 

61 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C 
(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 



PRECURSOR 



51083 



ribulose-bisphosphate carboxylase (EC 4*1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_JBAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


399473 


Seq. ID 


LIB3431-024-P1-N1-H1 


Method 


BLASTX 


NCBI GI 


g3885886 


BLAST score 


317 


E value 


3.0e-29 


Match length 


56 


% identity 


98 


NCBI Description 


(AFQ93631) Rieske Fe-S precursor protein [Oryza sativa] 


Seq. No. 


399474 


Seq. ID 


LIB3431-024-P1-N1-H12 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


9.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-1, 




protein [Oryza sativa] 


Seq. No. 


399475 


Seq. ID 


LIB3431-024-P1-N1-H2 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


293 


E value 


1.0e-164 


Match length 


301 


% identity 


99 



NCBI Description Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399476 

LIB3431-024-P1-N1-H3 

BLASTX 

gl835731 

189 

3.0e-14 

49 

78 

(U86018) photosystem II 



10 kDa polypeptide [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399477 

LIB3431-024-P1-N1-H5 

BLASTX 

gl617197 

180 

3.0e-13 



51084 



Match length 36 
% identity 92 

NCBI Description (Z72488) CP12 [Nicotiana tabacum] 



Seq. No. 


399478 


Seq. ID 


LIB3431-024-P1-N1-H6 


Method 


BLASTX 


NCBI GI 


g4454458 


BLAST score 


208 


E value 


2.0e-16 


Match length 


69 


% identity 


62 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


399479 


Seq. ID 


LIB3431-024-P1-N1-H8 


Method 


BLASTX 


NCBI GI 


g226263 


BLAST score 


155 


E value 


3.0e-10 


Match length 


31 


% identity 


94 


NCBI Description 


chlorophyll a/b binding protein [Glycine max] 


Seq. No. 


399480 


Seq. ID 


LIB3431-025-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4325041 


BLAST score 


573 


E value 


5.0e-59 


Match length 


128 


% identity 


89 


NCBI Description 


(AF117339) FtsH-like protein Pftf precursor [Nicotiana 




tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399481 

LIB3431-025-P1-K1-A12 

BLASTN 

g2072554 

330 

0.0e+00 

330 

100 

Oryza sativa metallothionein-like protein mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399482 

LIB3431-025-P1-K1-A4 

BLASTX 

g5702231 

161 

9.0e-ll 

44 

68 

(AF145386) hypersensitive reaction associated Ca2-i— binding 
protein [Phaseolus vulgaris] 



51085 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399483 

LIB3431-025-P1-K1-A8 

BLASTX 

g2501491 

182 

1.0e-13 

90 
42 

FLAVONOL 3 -O-GLUCOS YLTRANS FERASE 1 (UDP-GLUCOSE FLAVONOID 

3-O-GLUCOSYLTRANSFERASE 1) >gi_542014_pir S41950 

UTP-glucose glucosyltransf erase - cassava 
>gi_453246_emb_CAA54609_ (X77459) UTP-glucose 
glucosyltransferase [Manihot esculenta] 

399484 

LIB3431-025-P1-K1-B11 

BLASTX 

g671740 

433 

1.0e-42 

79 

99 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



399485 

LIB3431-025-P1-K1-B2 

BLASTX 

gl362184 

447 

4.0e-44 

91 

100 

histone H2B-8 - wheat >gi_531058_dbj_BAA07157_ (D37943) 
protein H2B-8 [Triticum aestivum] 

399486 

LIB3431-025-P1-K1-B3 

BLASTX 

gl076800 

681 

1.0e-71 

148 
86 

L-ascorbate peroxidase (EC 1.11.1.11), cytosolic isozyme - 
maize >gi_600116_emb_CAA84406_ (234934) cytosolic ascorbate 

peroxidase [Zea mays] >gi_1096503_prf 2111423A ascorbate 

peroxidase [Zea mays] 

399487 

LIB3431-025-P1-K1-B5 

BLASTX 

g3868756 

842 

2.0e-90 

154 

100 



51086 



o 



NCBI Description (D86611) catalase [Oryza sativa] 



Seq v No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399488 

LIB3431-025-P1-K1-B7 

BLASTX 

g4753659 

199 

3.0e-15 

117 

39 

(AL049751) putative protein [Arabidopsis thaliana] 
399489 

LIB3431-025-P1-K1-B9 

BLASTX 

g4104220 

656 

1.0e-68 

184 
73 

(AF033538) 
perenne] 



caffeic acid O-methyltransf erase; LP0MT1 [Lolium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399490 

LIB3431-025-P1-K1-C10 

BLASTX 

g2245136 

786 

6.0e-84 

216 

69 

(Z97344) trehalose-6-phosphate synthase like protein 
[Arabidopsis thaliana] 

399491 

LIB3431-025-P1-K1-C11 

BLASTX 

g629829 

896 

8.0e-97 

215 

79 

protochlorophyllide reductase (EC 1.3.1.33) - wheat 
>gi_510677_emb__CAA54042_ (X7 6532) protochlorophyilide 
reductase [Triticum aestivum] 

399492 

LIB3431-025-P1-K1-C12 

BLASTN 

g3821780 

35 

5.0e-10 

35 
100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 



399493 



51087 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

LIB3431- 
BLASTX 
g517500 
281 

8.0e-25 

156 

44 

(M87435) 
protein 



025-P1-K1-C9 



precursor of the oxygen evolving complex 17 kDa 
[Zea mays] >gi_444338_prf 1906386A photosystem II 



0E17 protein [Pisum sativum] 
399494 

LIB3431-025-P1-K1-D1 

BLASTX 

gl353352 

238 

1.0e-37 

130 

72 

(U31975) alanine aminotransferase 
reinhardtii] 



[Chlamydomonas 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399495 

LIB3431-025-P1-K1-D10 

BLASTX 

g2245136 

416 

1.0e-40 

176 

51 

(Z97344) trehalose-6-phosphate synthase like protein 
[Arabidopsis thaliana] 

399496 

LIB3431-025-P1-K1-D12 

BLASTX 

gl29233 

615 

7.0e-64 

118 

97 

ORYZAIN GAMMA CHAIN PRECURSOR >gi_67 646_pir KHRZOG oryzain 

(EC 3.4.22.-} gamma precursor - rice 

>gi_218185_dbj_BAA14404_ (D90408) oryzain gamma precursor 
[Oryza sativa] 



399497 

LIB3431-025-P1-K1-D4 

BLASTX 

g!076725 

419 

6.0e-41 

92 

89 

NADPH dehydrogenase (EC 
>gi_6 834 7 6_emb_CAA5 9 2 2 8_ 
[Hordeum vulgare] 



1.6.99.1) - barley 
(X84738) NADPH dehydrogenase 



51088 



Seq. No. 


399498 


Seq. ID 


LIB3431-025-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2055273 


BLAST score 


1024 


E value 


1. Oe-112 


Match length 


236 


% identity 


83 


NCBI Description 


(D85339) hydroxypyruvate reductase [ Arab idop sis thaliana] 


Seq. No. 


399499 


Seq. ID 


LIB3431-025-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


1.0e-19 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




>gi 6103441 gb AAF03603.1 (AF147786) metallothionein-lik< 




protein [Oryza sativa] 


Seq. No. 


399500 


Seq. ID 


LIB3431-025-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g347451 


BLAST score 


459 


E value 


1.0e-57 


Match length 


165 


% identity 


74 


NCBI Description 


(L22155) rxbulose 1, 5-bisphosphate carboxylase [Oryza 




sativa] 


Seq. No. 


399501 


Seq. ID 


LIB3431-025-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2582822 


BLAST score 


606 


E value 


7.0e-63 


Match length 


168 


% identity 


71 


NCBI Description 


(Y09987) CDSP32 protein (Chloroplast Drought-induced Stre 




Protein of 32kDa) [Solanum tuberosum] 


Seq. No. 


399502 


Seq. ID 


LIB3431-025-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g462195 


BLAST score 


524 


E value 


4.0e-53 


Match length 


115 


% identity 


89 


NCBI Description 


PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 



>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 



51089 



sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399503 

LIB3431-025-P1-K1-E6 

BLASTX 

g2425101 

798 

3.0e-85 

215 
64 

(AF019743) cationic peroxidase [Oryza sativa] 
399504 

LIB3431-025-P1-K1-E7 

BLASTN 

gl841354 

66 

2.0e-29 

66 

100 

Oryza sativa mitochondrial DNA for cytochrome c oxidase 
subunit Vb precursor, complete cds 

399505 

LIB3431-025-P1-K1-E9 

BLASTX 

g3913239 

406 

2.0e-39 

146 

58 

PROBABLE l-DEOXYXYLULOSE-5-PHOSPHATE SYNTHASE (DXP 
SYNTHASE) >gi_2612941 (AF024512) CLA1 transketolase-like 
protein [Oryza sativa] 

399506 

LIB3431-025-P1-K1-F10 

BLASTX 

g!084455 

503 

8.0e-51 

118 

81 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 

399507 

LIB3431-025-P1-K1-F11 

BLASTX 

gl777961 

958 

1.0e-104 

233 

76 

(U56406) methyl jasmonate-inducible lipoxygenase 2 [Hordeum 
vulgare ] 



51090 



0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399508 

LIB3431-025-P1-K1-F12 

BLASTX 

g400803 

509 

3.0e-64 

154 

82 

2 , 3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) 

>gi_283033_pir A42807 phosphoglycerate mutase (EC 

5.4.2.1), 2, 3-bisphosphoglycerate-independent - maize 
>gi_168588 (M80912) 2, 3-bisphosphoglycerate-independent 
phosphoglycerate mutase [Zea mays] 

399509 

LIB3431-025-P1-K1-F2 

BLASTX 

gl32105 

423 

2.0e-41 

81 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


399510 


Seq. ID 


LIB3431-025-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4467098 


BLAST score 


324 


E value 


1.0e-29 


Match length 


136 


% identity 


44 


NCBI Description 


(AL035538) putative ] 


Seq. No. 


399511 


Seq. ID 


LIB3431-025-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g6093671 


BLAST score 


388 


E value 


2.0e-37 


Match length 


122 


% identity 


61 


NCBI Description 


CATIONIC PEROXIDASE : 




cationic peroxidase 


Seq. No. 


399512 


Seq. ID 


LIB3431-025-P1-K1-F6 


Method 


BLASTX 



1 PRECURSOR >gi_1491776 (M37636) 



51091 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



O 

gl617197 
304 

2.0e-27 

76 

76 

(Z72488) 



CP12 [Nicotiana tabacum] 



399513 

LIB3431-025-P1-K1-F7 

BLASTX 

g4938484 

326 

6.0e-30 

205 

45 

(AL0784 64) transcription factor-like protein [Arabidopsis 
thaliana] 



399514 

LIB3431-025-P1-K1-F8 

BLASTX 

gl706260 

355 

2.0e-33 

68 

94 

CYSTEINE PROTEINASE 1 
cysteine proteinase 1 



PRECURSOR >gi_2118131_pir S59597 

precursor - maize 



>gi_643597_dbj_BAA08244_ (D45402) cysteine proteinase [Zea 
mays] 

399515 

LIB3431-025-P1-K1-F9 

BLASTX 

g5815410 

828 

4.0e-94 

209 

83 

(AF177392) blast and wounding induced mitogen-activated 
protein kinase [Oryza sativa] 

399516 

LIB3431-025-P1-K1-G10 

BLASTX 

gl653953 

212 

6.0e-17 

130 
38 

(D90917) hypothetical protein [Synechocystis sp.] 
399517 

LIB3431-025-P1-K1-G9 

BLASTX 

g3789954 

1065 



51092 



o 



E value 


1.0e-116 


Match length 


lyy 


% identity 


100 


NCBI Description 


(AF094776) chlorophyll a/b-binding protein precursor [Oryz* 




sativa] 


Seq. No. 


399518 


Seq. ID 


t mo / oi ni ts"\ ui n 

LIBo4ol-U^o— P1-K1-H1U 


Method 




NCBI GI 


gl737492 


BLAST score 


626 


E value 


4 . Oe-65 


Match length 


177 


% identity 


71 


NCBI Description 


(U81318) poly (A) -binding protein [Triticum aestivum] 


Seq. No. 


399519 


Seq. ID 


LIB3431-025-P1-K1-HJ 


Method 


BLASTX 


NCBI GI 


g3913641 


BLAST score 


1185 


E value 


1 . Oe-130 


Match length 


227 


% identity 


100 


NCBI Description 


FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 




(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE ) (FBPASE) 




>gi_3041777_dbj_BAA25423_ (AB007194) 




fructose-1, 6-bisphosphatase [Oryza sativa] 


Seq. No. 


399520 


Seq. ID 


LIB34 31-02 5-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4678280 


BLAST score 


259 


E value 


5. Oe-22 


Match length 


152 


% identity 


36 


NCBI Description 


(AL04 9660) zinc finger-like protein [Arabidopsis thaliana] 


Seq. No. 


399521 


Seq. ID 


LIB3431-025-P1-K1-H7 


Method 


tit 7\ o m v 

BLASTX 




giio / o / 


BLAST score 


544 


E value 


1.0e-107 


Match length 


224 


% identity 


91 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 



CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 399522 

Seq. ID LIB3431-025-P1-K1-H9 

Method BLASTX 

NCBI GI g3036951 



51093 





O 




BLAST score 


611 




E value 


2.0e-63 




Match length 


117 




% identity 


98 




NCBI Description 


(AB012639) 


light harvesting chlorophyll a/b-binding protein 




[Nicotiana 


sylvestris] 



Seq. No. 399523 

Seq. ID LIB3431-025-P1-N1-A1 

Method BLASTX 

NCBI GI g3885882 

BLAST score 275 

E value 3.0e-24 

Match length 55 

% identity 98 

NCBI Description (AF093629) inorganic pyrophosphatase [Oryza sativa] 

Seq. No. 399524 

Seq. ID LIB3431-025-P1-N1-A11 

Method BLASTX 

NCBI GI g3808101 

BLAST score 303 

E value 1.0e-27 

Match length 73 

% identity 88 

NCBI Description (AJ012165) chloroplast protease [Capsicum annuum] 

Seq. No. 399525 

Seq. ID LIB3431-025-P1-N1-A12 

Method BLASTN 

NCBI GI g2072554 

BLAST score 330 

E value 0.0e+00 

Match length 330 

% identity 100 

NCBI Description Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399526 

LIB3431-025-P1-N1-A5 

BLASTN 

g395929 

82 

5.0e-38 

145 

90 

O. sativa retrotransposon Tosl-1 
399527 

LIB3431-025-P1-N1-A7 

BLASTX 

g693920 

340 

6.0e-32 

68 

96 

(U21113) chlorophyll a/b binding protein [Solanum 



51094 



tuberosum] 



Seq. No. 


399528 


Seq. ID 


LIB3431-025-P1-N1-A9 


Method 


BLASTX 


NCBI GI 


g4877984 


BLAST score 


274 


E value 


4 . Oe-24 


Ma ten length 


ol 


% identity 


90 


NCBI Description 


(AF145755) THA4 [Zea mays] 


Seq. No. 




Seq. ID 


LIB3431-025-P1-N1-B1 


Method 


BLASTN 


NCBI GI 


g5091597 


BLAST score 


132 


E value 


6. Oe-68 


Match length 


219 


% identity 


26 


NCBI Description 


Oryza sativa chromosome 1 


Seq. No. 


T n AC 1 A 

399530 


Seq. ID 


LIB3431-U20-P1-N1-B1U 


Method 


BLASTX 


NCBI GI 


g2499966 


BLAST score 


249 


E value 


3.0e-21 


Match length 


66 


% identity 


77 


NCBI Description 


PHOTOSYSTEM I REACTION CE1S 



A) >gi_632722_bbs_151001 (S72356) photosystem I subunit 
PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 
141 aa] [Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399531 

LIB3431-025-P1-N1-B11 

BLASTX 

g671740 

295 

1.0e-26 

57 

98 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399532 

LIB3431-025-P1-N1-B2 

BLASTX 

gl362184 

342 

4.0e-32 

71 

100 

histone H2B-8 
protein H2B-8 



- wheat >gi_531058_dbj_BAA07157_ (D37943) 
[Triticum aestivum] 



51095 



Seq. No. 


399533 




Seq. ID 


t tdO/i 01 no c ni 

LIBi4 Jl-U^o-Pl 


-Nl-Bo 


Method. 


dLiAo 1 JN 




Nbbl bl 


g4oJzlo 




BLAST score 


211 




E value 


1.0e-115 




Match length 


232 




% identity 


97 




NCBI Description 


Rice mRNA for 


ascorbate peroxidase 




partial cds 




Seq. No. 


399534 




Seq. ID 


LIB3431-025-P1 


-N1-B8 


Method 


BLASTX 




NCBI GI 


gl617197 




BLAST score 


300 




E value 


3 . Oe-27 




Match length 


71 




% identity 


77 




NCBI Description 


(Z/z4oo) CP12 


[Nicotiana tabacum] 


Seq. No. 


399535 




Seq. ID 


LIB3431-025-P1 


-N1-B9 


Metnoa 


BLASTX 




NCBI bl 


g /291oo 




BLAST score 


267 




E value 


2.0e-23 




Match length 


55 




% identity 


89 




NCBI Description 


CAFFEIC ACID 3 


-O-METHYLTRANS FERASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



( S-ADENOS YSL-L-METHIONINE : CAFFEIC ACID 

3 -O-METHYLTRANS FERASE) (COMT) >gi_283034_pir S28612 

catechol O-methyltransf erase (EC 2.1.1.6) - maize 
>gi_168532 (M73235) O-methyltransf erase [Zea mays] 

399536 

LIB3431-025-P1-N1-C11 

BLASTX 

gl29707 

405 

2.0e-39 

97 

84 

PROTOCHLOROPHYLLIDE REDUCTASE (PCR) 
(NADPH-PROTOCHLOROPHYLLIDE OXIDOREDUCTASE) 

>gi_100550_pir S08406 protochlorophyllide reductase (EC 

1.3.1.33) - oat (fragment) >gi_829253_emb_CAA34 913_ 
(X17067) protochlorophyllide reductase (314 AA) [Avena 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399537 

LIB3431-025-P1-N1-C4 

BLASTX 

g3126854 

523 

3.0e-53 
99 



51096 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
399538 

LIB3431-025-P1-N1-C6 

BLASTX 

g2072555 

228 

1.0e-18 

42 
100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399539 

LIB3431-025-P1-N1-C7 

BLASTX 

g3914466 

395 

2.0e-38 

72 

99 

PHOTOSYSTEM 
(PSI-N) >gi 



I REACTION CENTRE 
2981214 (AF052429) 



subunit precursor [Zea mays] 
399540 

LIB3431-025-P1-N1-C9 

BLASTX 

g517500 

374 

7.0e-36 

90 

81 

(M87435) 
protein 



SUBUNIT PSAN 
photosystem 



PRECURSOR 

I complex PsaN 



precursor of the oxygen evolving complex 17 kDa 
Zea mays] >gi_444338_prf 1906386A photosystem II 



OE17 protein [Pisum sativum] 
399541 

LIB3431-025-P1-N1-D1 

BLASTX 

gl353352 

227 

1.0e-18 

59 

75 

(U31975) alanine aminotransferase 
reinhardtii] 

399542 

LIB3431-025-P1-N1-D10 

BLASTX 

g3126854 

392 

5.0e-38 
74 



[ Chlamydomonas 



51097 



% identity 100 

NCBI Description (AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 


399543 


Seq. ID 


LIB3431-025-P1-N1-D11 


Method 


BLASTX 


NCBI GI 


g5091556 


BLAST score 


194 


E value 


9. Oe-15 


Match length 


55 


% identity 


58 


NCBI Description 


(AC007067) T10O24.25 [Arabidopsis thaliana] 


Seq. No. 


399544 


Seq. ID 


LIB3431-025-P1-N1-D12 


Method 


BLASTX 


NCBI GI 


gl841466 


BLAST score 


182 


E value 


2.0e-13 


Match length 


32 


% identity 


94 


NCBI Description 


(Y11003) putative pre-pro-cysteine proteinase [Nicotiana 




tabacum] 


Seq. No. 


399545 


Seq. ID 


LIB3431-025-P1-N1-D2 


Method 


BLASTX 


NCBI GI 


g4587990 


BLAST score 


250 


E value 


2.0e-21 


Match length 


88 


% identity 


50 


NCBI Description 


(AF085279) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


399546 


Seq. ID 


LIB3431-025-P1-N1-D4 


Method 


BLASTX 


NCBI GI 


g2598151 


BLAST score 


222 


E value 


5.0e-18 


Match length 


43 


% identity 


95 


NCBI Description 


(AF027350) NADPH : protochlorophyllide oxidoreductase porB 




[Pinus taeda] 


Seq. No. 


399547 


Seq. ID 


LIB3431-025-P1-N1-D7 


Method 


BLASTX 


NCBI GI 


g417260 


BLAST score 


300 


E value 


3.0e-27 


Match length 


76 


% identity 


75 


NCBI Description 


LIGHT REGULATED PROTEIN PRECURSOR >gi 422003 pir S33632 




lirl protein - rice >gi_202 63_emb_CAA487 06_ (X68807) 




light-regulated gene [Oryza sativa] 



51098 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399548 

LIB3431-025-P1-N1-D9 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399549 

LIB3431-025-P1-N1-E11 

BLASTX 

g671740 

240 

3.0e-20 

47 

98 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399550 

LIB3431-025-P1-N1-E2 

BLASTX 

gl67097 

151 

1.0e-20 

61 

87 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399551 

LIB3431-025-P1-N1-E3 

BLASTX 

g4567263 

282 

5.0e-25 

70 

74 

(AC006841) 
thaliana] 



putative cell division inhibitor [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399552 

LIB3431-025-P1-N1-E5 

BLASTX 

g462195 

372 

1.0e-35 

72 

100 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 



51099 



sativa] 



Seq. No. 


O f\ t\ c c o 

399553 


Seq. ID 


LIB3431-025-P1-N1-E6 


Method 


BLASTN 


NCBI GI 


g5777612 


BLAST score 


407 


E value 


0.0e+00 


Match length 


418 


% identity 


99 


NCBI Description 


Oryza sativa chromosome 4 BAC q3037-207Fl complete genome 


Seq. No. 


399554 


Seq. ID 


LIB3431-025-P1-N1-E7 


Method 


BLASTN 


NCBI GI 


gl841354 


BLAST score 


6*6 


E value 


2.0e-29 


Match length 


66 


% identity 


100 


NCBI Description 


Oryza sativa mitochondrial DNA for cytochrome c oxidase 




subunit Vb precursor, complete cds 


Seq. No. 


399555 


Seq. ID 


LIB3431-025-P1-N1-E8 


Method 


BLASTX 


NCBI GI 


g3036951 


BLAST score 


427 


E value 


4.0e-42 


Match length 


80 


% identity 


100 


NCBI Description 


(AB012639) light harvesting chlorophyll a/b-binding prote: 




[Nicotiana sylvestris] 


Seq. No. 


399556 


Seq. ID 


LIB3431-025-P1-N1-E9 


Method 


BLASTX 


NCBI GI 


g3913239 


BLAST score 


256 


E value 


4.0e-40 


Match length 


132 


% identity 


75 


NCBI Description 


PROBABLE l-DEOXYXYLULOSE-5-PHOSPHATE SYNTHASE (DXP 




SYNTHASE) >gi_2612941 (AF024512) CLA1 transketolase-like 




protein [Oryza sativa] 


Seq. No. 


399557 


Seq. ID 


LIB3431-025-P1-N1-F10 


Method 


BLASTN 


NCBI GI 


g600766 


BLAST score 


296 


E value 


1.0e-166 


Match length 


364 


% identity 


95 


NCBI Description 


Oryza sativa cyclophilin 2 (Cyp2) gene, complete cds 


Seq. No. 


399558 



51100 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-025-P1-N1-F11 

BLASTX 

gl777961 

342 

4.0e-32 

114 

61 

(U56406) methyl j asmonate-inducible lipoxygenase 2 [Hordeum 
vulgare] 

399559 

LIB3431-025-P1-N1-F2 

BLASTX 

g347451 

236 

1.0e-19 

47 

98 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 399560 

Seq. ID LIB3431- 

Method BLASTX 

NCBI GI g520568 

BLAST score 262 

E value 1.0e-22 

Match length 87 

% identity 63 
NCBI Description (U12314) 



025-P1-N1-F5 



peroxidase [Cenchrus ciliaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



399561 

LIB3431-025-P1-N1-F6 

BLASTX 

gl617197 

287 

1.0e-25 

71 

73 

(Z72488) CP12 [Nicotiana tabacum] 
399562 

LIB3431-025-P1-N1-F8 

BLASTX 

g2118130 

255 

7.0e-22 

47 

94 

cysteine proteinase (EC 3.4.22.-), glucose 
starvation-induced - maize (fragment) 

>gi_559532_emb_CAA57675_ (X82185) cysteine proteinase 
mays] 

399563 

LIB3431-025-P1-N1-F9 
BLASTN 



[Zea 



51101 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



g5815409 
420 

0.0e+00 

449 

98 

Oryza sativa blast and wounding induced mitogen-activated 
protein kinase (BWMK1) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399564 

LIB3431-025-P1-N1-G10 

BLASTX 

gl653953 

190 

3.0e-14 

91 

42 

(D90917) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399565 

LIB3431-025-P1-N1-G11 
BLASTX 
g2130073 
308 

4.0e-28 
60 
100 

fructose-bisphosphate aldolase (EC 4.1.2 
cytosolic - rice >gi_78617 8_dbj_BAA08845_ 
C-l [Oryza sativa] >gi_790970_dbj_BAA08830 
aldolase C-l [Oryza sativa] 



13) isoenzyme C-l, 
(D50307) aldolase 
(D50301) 



Seq. No. 


399566 


Seq. ID 


LIB3431-025-P1-N1-G12 


Method 


BLASTN 


NCBI GI 


g786177 


BLAST score 


55 


E value 


4.0e-22 


Match length 


130 


% identity 


86 


NCBI Description 


Rice DNA for aldolase C-l, complete cds 


Seq. No. 


399567 


Seq. ID 


LIB3431-025-P1-N1-G3 


Method 


BLASTX 


NCBI GI 


g2708745 


BLAST score 


197 


E value 


3,0e-15 


Match length 


48 


% identity 


81 


NCBI Description 


(AC003952) putative calcium-dependent s< 




kinase [Arabidopsis thaliana] 


Seq. No. 


399568 


Seq. ID 


LIB3431-025-P1-N1-G5 


Method 


BLASTX 


NCBI GI 


g21839 


BLAST score 


229 



51102 



^^^^ 



E value 


7 . Oe-19 


Match length 


47 


% identity 


96 


NCBI Description 


(X57952) phosphoribulokinase [Triticum aestivum] 


Seq. No. 


399569 


Seq. ID 


LIB3431-025-P1-N1-G9 


Method 


BLASTX 


NCBI GI 


g3789954 


BLAST score 


354 


E value 


2.0e-33 


Match length 


66 


% identity 


98 


NCBI Description 


(AF094776) chlorophyll a/b-binding protein precursor 




sativa] 


Seq, No. 


399570 


Seq. ID 


LIB3431-025-P1-N1-H10 


Method 


BLASTX 


NCBI GI 


gl737492 


BLAST score 


280 


E value 


6. Oe-25 


Match length 


70 


% identity 


80 


NCBI Description 


(U81318) poly (A) -binding protein [Triticum aestivum] 


Seq. No. 


399571 


Seq. ID 


LIB3431-025-P1-N1-H12 


Method 


BLASTX 


NCBI GI 


g517500 


BLAST score 


296 


E value 


8.0e-27 


Match length 


94 


% identity 


67 


NCBI Description 


(M87435) precursor of the oxygen evolving complex 17 




protein [Zea mays] >gi_444338_prf 1906386A photosysi 




OE17 protein [Pisum sativum] 


Seq. No. 


399572 


Seq. ID 


LIB3431-025-P1-N1-H2 


Method 


BLASTX 


NCBI GI 


gl651922 


BLAST score 


176 


E value 


1.0e-12 


Match length 


59 


% identity 


56 


NCBI Description 


(D90901) hypothetical protein [Synechocystis sp.] 


Seq. No. 


399573 


Seq. ID 


LIB3431-025-P1-N1-H3 


Method 


BLASTX 


NCBI GI 


g39l364l 


BLAST score 


529 


E value 


5.0e-54 


Match length 


100 


% identity 


100 


NCBI Description 


FRUCTOSE-l, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 



[Oryza 



5H03 



(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) 
>gi_3041777_dbj_BAA25423_ (AB007194) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



(FBPASE) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399574 

LIB3431-025-P1-N1-H5 

BLASTX 

gl29707 

419 

4.0e-41 

95 
86 

PROTOCHLOROPHYLLIDE REDUCTASE (PCR) 
(NADPH-PROTOCHLOROPHYLLIDE OXIDOREDUCTASE) 

>gi_100550_pir S08406 protochlorophyllide reductase (EC 

1,3.1.33) - oat (fragment) >gi_829253_emb__CAA34 913_ 
(X17067) protochlorophyllide reductase (314 AA) [Avena 
sativa] 

399575 

LIB3431-025-P1-N1-H7 

BLASTX 

g4512125 

243 

1.0e-20 

45 

100 

(AF133340) putative chlorophyll a/b-binding protein 
[Phalaenopsis sp. 'KCbutterf ly 1 ] 

399576 

LIB3431-025-P1-N1-H8 

BLASTX 

g2 67120 

284 

2.0e-25 

71 

77 

THIOREDOXIN F-TYPE, CHLOROPLAST PRECURSOR (TRX-F) 

>gi_100070__pir S20929 thioredoxin f precursor - garden pea 

>gi_20907_emb_CAA45098_ (X63537) thioredoxin F [Pisum 
sativum] >gi__1388086 (U35830) thioredoxin f [Pisum sativum] 

399577 

LIB3431-025-P1-N1-H9 

BLASTX 

g3036951 

450 

9.0e-45 

85 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 
Seq. ID 
Method 



399578 

LIB3431-026-P1-K1-A1 
BLASTX 



51104 



o 



NCBI GI 


g2570511 


BLAST score 


213 


E value 


3 . ue — 1 / 


Match length 


/ y 


% identity 


by 


JNL/Di Description 


v/ic u<iz / jo ) cnioropnyii a d j 


Seq. No. 


O ft ft C ""7 ft 

399579 


beq. li-J 


JblOJ^lOl UZ O tl JaI nlU 


Method 


BLASTX 


NCBI GI 


gl70131 


BLAST score 


278 


E value 


y . ue-/j 


Match length 


Q 1 


% identity 


OD 


NCBI Description 


inooo^zj riDOsoirtai protein 


Seq. No. 


o ft ft c o n 


beq. lu 


TTmym no c tdi i^i 7\i 1 


Lxiei^noa 


oltfio 1 A 


NCBI GI 


g3345477 


BLAST score 


434 


E value 


b . Ue— 4 J 


Match length 


iz y 


% identity 


66 


NCBI Description 


(ABOlozoo) carbonic annyara, 


Seq. No. 


399581 


Seq. ID 


LIB3431-U^6-P1-K1-A1^ 


Method 




NCBI GI 


gll5787 


BLAST score 


475 


E value 


1.0e-47 


Match length 


112 


% identity 


86 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399582 

LIB3431-026-P1-K1-A2 

BLASTX 

g2407281 

658 

4.0e-69 

125 

98 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



399583 

LIB3431-026-P1-K1-A3 

BLASTX 

gl352461 

371 



51105 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-39 

98 

77 

IN2-2 PROTEIN 
399584 

LIB3431-026-P1-K1-A4 

BLASTX 

gl32105 

672 

7.0e-71 

124 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


399585 


Seq. ID 


LIB3431-026-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


269 


E value 


1.0e-23 


Match length 


98 


% identity 


58 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


399586 


Seq. ID 


LIB3431-026-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4538920 


BLAST score 


150 


E value 


1.0e-09 


Match length 


57 


% identity 


60 


NCBI Description 


(AL049483) nitrogen fixation like protein [Arabidopsis 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399587 

LIB3431-026-P1-K1-A7 

BLASTN 

g218209 

34 

1.0e-09 

78 

87 

Oryza sativa mRNA for the small subunit of 
ribulose-1 , 5-bisphosphate carboxylase, complete cds, 
pOSSS2106 



clone 



Seq. No. 



399588 



51106 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



LIB3431-026-P1-K1-A8 

BLASTX 

gl32105 

614 

6.0e-64 

132 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


399589 


Seq. ID 


LIB3431-026-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


420 


E value 


3.0e-41 


Match length 


116 


% identity 


74 


NCBI Description 


(D30763) ferredoxin [Oryza sativa 


Seq. No. 


399590 


Seq. ID 


LIB3431-026-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g5360230 


BLAST score 


631 


E value 


6.0e-66 


Match length 


120 


% identity 


97 


NCBI Description 


(AB015287) Ran [Oryza sativa] 


Seq. No. 


399591 


Seq. ID 


LIB3431-026-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


297 


E value 


9.0e-27 


Match length 


76 


% identity 


75 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399592 

LIB3431-026-P1-K1-B11 

BLASTX 

g4006881 

356 

9.0e-34 

105 

68 

(Z99707) putative protein [Arabidopsis thaliana] 



51107 



o 



Seq. No. 


399593 


Seq. ID 


LIB3431-026-P1-K1-B12 


Method 


tit t\ rimv 

BLASTX 


NCBI GI 


g4588906 


BLAST score 


409 


E value 


5 . Oe-40 


Match length 


90 


% identity 


87 


NCBI Description 


(AF118149) ribosomal protein S7 [S« 


Seq* No. 


399594 


Seq. ID 


LIB3431-026-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g5478797 


BLAST score 


822 


E value 


3. Oe-88 


Match length 


159 


% identity 


94 


NCBI Description 


(AB021310) chlorophyll b synthase 


Seq. No. 


399595 


Seq. ID 


LIB3431-026-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


gll73347 


BLAST score 


322 


E value 


9.0e-43 


Match length 


108 


% identity 


89 


NCBI Description 


SEDOHEPTULOSE-1, 7 -BIS PHOSPHATASE, < 



[Secale cereale] 



[Oryza sativa] 



CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE) { SBPASE ) ( SED ( 1 , 7 ) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 


399596 


Seq. ID 


LIB3431-026-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


387 


E value 


2.0e-37 


Match length 


85 


% identity 


87 


NCBI Description 


(U86018) photosystem 


Seq. No. 


399597 


Seq. ID 


LIB3431-026-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


451 


E value 


4.0e-45 


Match length 


86 


% identity 


100 


NCBI Description 


(U86018) photosystem 


Seq. No. 


399598 


Seq. ID 


LIB3431-026-P1-K1-B6 



photosystem II 10 kDa polypeptide [Oryza sativa] 



51108 



o 



Method 


BLASTX 


NCBI GI 


g3868756 


BLAST score 


494 


E value 


3.0e-50 


Match length 


88 


% identity 


100 


NCBI Description 


(D86611) catalase [Oryza sativa] 


Seq. No. 


399599 


Seq. ID 


LIB34 31-02 6-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


9.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 




protein [Oryza sativa] 


Seq. No. 


399600 


Seq. ID 


LIB3431-026-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g5668640 


BLAST score 


515 


E value 


2.0e-52 


Match length 


148 


% identity 


61 


NCBI Description 


(AL109619) putative protein [Arabidopsis thaliana] 


Seq. No. 


399601 


Seq. ID 


LIB3431-026-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


713 


E value 


2.0e-75 


Match length 


131 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-l, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399602 

LIB3431-026-P1-K1-C4 

BLASTX 

gl25580 

498 

2.0e-50 

116 

85 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) (PRKASE) 



51109 



(PRK) >gi_100839_pir S15743 phosphoribulokinase (EC 

2.7.1.19) - wheat >gi_5924030_emb_CAB5654 4 . 1_ (X51608) 
phosphoribulokinase [Triticum aestivum] 



Seq. No. 


399603 


Seq* ID 


LIB3431-026-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2072727 


BLAST score 


670 


E value 


2.0e-70 


Match length 


131 


% identity 


98 


NCBI Description 


(Y12595) Fd-GOGAT protein [Oryza sativa] 


Seq. No. 


399604 


Seq. ID 


LIB3431-026-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


529 


E value 


4.0e-54 


Match length 


121 


% identity 


88 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII ' 




CAB-2) (LHCP) >gi 82461 pir S03706 chlorophyll a/b- 




protein 2R precursor - rice >gi_20182__emb_CAA32109_ 




(X13909) chlorophyll a/b-binding preprotein (AA -28 




[Oryza sativa] 


Seq. No. 


399605 


Seq. ID 


LIB3431-026-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


544 


E value 


1.0e-55 


Match length 


149 


% identity 


71 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


399606 


Seq. ID 


LIB3431-026-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4490332 


BLAST score 


424 


E value 


1.0e-41 


Match length 


140 


% identity 


56 


NCBI Description 


(AL035656) putative protein [Arabidopsis thaliana] 


Seq. No. 


399607 


Seq. ID 


LIB3431-026-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl362066 


BLAST score 


392 


E value 


6.0e-38 


Match length 


90 


% identity 


88 


NCBI Description 


small GTP-binding protein - garden pea 



TYPE I 



51110 



o 



>gi_8 7 1 5 1 0_emb_CAA90 0 8 0_ 
[Pisum sativum] 



(Z49900) small GTP-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399608 

LIB3431-026-P1-K1-D10 

BLASTX 

g!15787 

489 

2.0e-49 

113 

87 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

399609 

LIB3431-026-P1-K1-D11 

BLASTX 

g2 688839 

531 

3.0e-54 

136 

69 

(AF003347) ATP phosphoribosyltransf erase [Thlaspi 
goesingense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399610 

LIB3431-026-P1-K1-D12 

BLASTX 

g3176690 

639 

6.0e-67 

129 

91 

(AC003671) 
cerevisiae 



Similar to ubiquitin ligase gb_D63905 from S. 
EST gb_R65295 comes from this gene. 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399611 

LIB3431-026-P1-K1-D4 

BLASTX 

g3004565 

289 

8.0e-29 

80 

79 

(AC003673) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399612 

LIB3431-026-P1-K1-D5 

BLASTX 

g320618 

558 

2.0e-57 
124 



51111 



o 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

399613 

LIB3431-026-P1-K1-D6 

BLASTX 

g733458 

145 

4.0e-09 

77 

51 

(U23190) chlorophyll a/b-binding apoprotein CP24 precursor 
[Zea mays] 

399614 

LIB3431-026-P1-K1-D8 

BLASTX 

gl70131 

391 

8.0e-38 

116 

65 

(M55322) ribosomal protein 30S subunit [Spinacia oleracea] 
399615 

LIB3431-026-P1-K1-D9 

BLASTX 

g2570511 

561 

8.0e-58 

107 

97 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 
399616 

LIB3431-026-P1-K1-E10 

BLASTX 

g2673913 

244 

1.0e-20 

66 
64 

(AC002561) hypothetical protein [Arabidopsis thaliana] 
399617 

LIB3431-026-P1-K1-E11 

BLASTX 

g2055273 

611 

1.0e-63 

135 

87 

(D85339) hydroxypyruvate reductase [Arabidopsis thaliana] 



51112 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399618 

LIB3431-026-P1-K1-E12 

BLASTX 

g733454 

548 

3.0e-56 

126 
83 

(U23188) chlorophyll a/b-binding apoprotein CP2 6 precursor 
[Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



399619 

LIB3431-026-P1-K1-E6 

BLASTX 

g3345477 

598 

5.0e-62 

120 

95 

(AB016283) carbonic anhydrase [Oryza sativa] 
399620 

LIB3431-026-P1-K1-E7 

BLASTX 

gl617197 

304 

1.0e-27 

76 

76 

(Z72488) CP12 [Nicotiana tabacum] 
399621 

LIB3431-026-P1-K1-E8 

BLASTX 

g3288821 

528 

6,0e-54 

137 

74 

(AFO 63901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

399622 

LIB3431-026-P1-K1-F10 

BLASTX 

g2688824 

146 

4.0e-09 

76 

45 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 



399623 



51113 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-026-P1-K1-F11 

BLASTX 

gll5796 

848 

2.0e-91 

159 

98 

CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCII TYPE I 
CAB) (LHCP) >gi_218174_dbj_BAA00537_ (D00642) type II 
light-harvesting chlorophyll a/b-binding protein [Oryza 
sativa] 



399624 

LIB3431-026-P1-K1-F12 

BLASTX 

gl31388 

257 

3.0e-22 

102 

61 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 

399625 

LIB3431-026-P1-K1-F2 

BLASTX 

g2407281 

632 

3.0e-66 

116 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

399626 

LIB3431-026-P1-K1-F4 

BLASTX 

gl32105 

567 

2.0e-58 

122 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



51114 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399627 

LIB3431-026-P1-K1-F7 

BLASTX 

g733454 

431 

1.0e-42 

103 

81 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399628 

LIB3431-026-P1-K1-F8 

BLASTX 

g3859597 

275 

3.0e-24 

96 

54 

(AF104919) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



399629 

LIB3431-026-P1-K1-G1 

BLASTN 

gl619603 

316 

1.0e-178 

335 

99 

O.sativa mRNA for lipid transfer protein 

>gi_1667589_gb_U77295_OSU77295 Oryza sativa lipid transfer 
protein (LTP) mRNA, complete cds 

399630 

LIB3431-026-P1-K1-G10 

BLASTX 

g3242708 

414 

2.0e-40 

144 

56 

(AC003040) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

399631 

LIB3431-026-P1-K1-G11 

BLASTX 

g2624326 

245 

8.0e-21 

56 
86 

(AJ002893) OsGRPl [Oryza sativa] 
399632 

LIB3431-026-P1-K1-G2 
BLASTX 



51115 



NCBI GI 


g2306981 


BLAST score 


143 


E value 


4.0e-09 


Match length 


23 


% identity 


100 


NCBI Description 


(AF010321) photosystem I antenna protein [Oryza sativa] 


Seq. No. 


399633 


Seq. ID 


LIB3431-026-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl617206 


BLAST score 


158 


E value 


1.0e-10 


Match length 


47 


% identity 


64 


NCBI Description 


(Z72489) CP12 [Pisum sativum] 


Seq. No. 


399634 


Seq. ID 


LIB3431-026-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3885888 


BLAST score 


357 


E value 


8.0e-34 


Match length 


115 


% identity 


68 


NCBI Description 


(AF093632) high mobility group protein [Oryza sativa] 


Seq. No. 


399635 


Seq. ID 


LIB3431-026-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl31192 


BLAST score 


441 


E value 


1.0e-43 


Match length 


128 


% identity 


70 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 



(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi_100606_pir S20937 

photosystem I chain V precursor - barley 

>gi_19091_emb_CAA42727__ (X60158) photosystem I polypeptide 
PSI-G precursor [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399636 

LIB3431-026-P1-K1-G7 

BLASTX 

gll5787 

668 

2.0e-70 

134 

96 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 
Seq. ID 



399637 

LIB3431-026-P1-K1-G8 



51116 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl29915 

492 

8.0e-50 

104 
92 

PHOS PHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 

>gi_66912_pir TVWTGC phosphoglycerate kinase (EC 2.7.2.3) 

precursor, chloroplast - wheat >gi_21833_emb_CAA33303_ 
(X15233) phosphoglycerate kinase (AA 1 - 480) [Triticum 
aestivum] >gi_3293043_emb_CAA51931_ (X73528) 
phosphoglycerate kinase [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399638 

LIB3431-026-P1-K1-G9 

BLASTX 

gl31176 

299 

5.0e-27 

58 

98 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 
(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq. No. 


399639 


Seq. ID 


LIB3431-026-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3292814 


BLAST score 


298 


E value 


7.0e-27 


Match length 


80 


% identity 


.68 


NCBI Description 


(AL031018) putative protein [Arabidopsis thaliana] 


Seq. No. 


399640 


Seq. ID 


LIB3431-026-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g3411227 


BLAST score 


402 


E value 


3.0e-39 


Match length 


84 


% identity 


90 


NCBI Description 


(AF078874) NBS-LRR type disease resistance protein 




[Avena sativa] 


Seq. No. 


399641 


Seq. ID 


LIB3431-026-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3913018 


BLAST score 


694 


E value 


2.0e-73 


Match length 


140 



51117 



% identity 

NCBI Description 



100 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 


399642 


Seq. ID 


LIB3431-026-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g5007084 


BLAST score 


383 


E value 


3.0e-37 


Match length 


90 


% identity 


80 


NCBI Description 


(AF155333) NADP-specif ic isocitrate dehydrogenase [Oryz, 




sativa] 


Seq. No. 


399643 


Seq. ID 


LIB3431-026-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3176725 


BLAST score 


200 


E value 


2.0e-15 


Match length 


98 


% identity 


41 


NCBI Description 


(AC002392) unknown protein [Arabidopsis thaliana] 


Seq. No. 


399644 


Seq. ID 


LIB3431-026-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2754849 


BLAST score 


248 


E value 


5.0e-21 


Match length 


55 


% identity 


87 


NCBI Description 


(AF039000) putative serine-glyoxylate aminotransferase 




[Fritillaria agrestis] 


Seq. No. 


399645 


Seq. ID 


LIB3431-026-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


304 


E value 


1.0e-27 


Match length 


76 


% identity 


76 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


399646 


Seq. ID 


LIB3431-026-P1-N1-A1 


Method 


BLASTN 


NCBI GI 


g3777599 


BLAST score 


44 


E value 


2.0e-15 


Match length 


155 


% identity 


88 



NCBI Description 



Oryza sativa clone LS101 50S ribosomal protein L5 (rpl5) 
mRNA, nuclear gene encoding chloroplast protein, partial 



51118 



o 



cds 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399647 

LIB3431-026-P1-N1-A10 

BLASTX 

gl34034 

220 

8.0e-18 

61 
67 

30S RIBOSOMAL PROTEIN S30, CHLOROPLAST PRECURSOR (CS-S5) 
(CS5) (S22) (RIBOSOMAL PROTEIN 1) (PSRP-1) 

>gi_279640_pir R3SPS5 ribosomal protein CS-S22 precursor, 

chloroplast - spinach >gi_12316_emb_CAA41960_ (X59270) 
chloroplast ribosomal protein S22 [Spinacia oleracea] 
>gi_18031_emb__CAA33403_ (X15344) spinach S22 r-protein 
[Spinacia oleracea] 



Seq. No. 


399648 


Seq. ID 


LIB3431-026-P1-N1-A11 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


226 


E value 


2.0e-18 


Match length 


42 


% identity 


100 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


399649 


Seq. ID 


LIB3431-026-P1-N1-A12 


Method 


BLASTX 


NCBI GI 


g421916 


BLAST score 


167 


E value 


1.0e-ll 


Match length 


30 


% identity 


100 


NCBI Description 


chlorophyll a/b-binding protein - English ivy 



>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399650 

LIB3431-026-P1-N1-A2 

BLASTX 

g671740 

345 

2.0e-32 

65 

98 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399651 

LIB3431-026-P1-N1-A3 

BLASTX 

g2462750 

240 

4.0e-20 



51119 



o 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 
69 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

399652 

LIB3431-026-P1-N1-A4 

BLASTX 

gl32105 

277 

2.0e-24 

53 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375jprf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


399653 


Seq. ID 


LIB3431-026-P1-N1-A5 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


210 


E value 


1.0e-16 


Match length 


40 


% identity 


97 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


399654 


Seq. ID 


LIB3431-026-P1-N1-A6 


Method 


BLASTX 


NCBI GI 


g4538920 


BLAST score 


226 


E value 


2.0e-18 


Match length 


59 


% identity 


81 


NCBI Description 


(AL049483) nitrogen fixation like protein [Arabidopsis 




thaliana] 


Seq. No. 


399655 


Seq. ID 


LIB3431-026-P1-N1-A7 


Method 


BLASTX 


NCBI GI 


g3913437 


BLAST score 


196 


E value 


2.0e-15 


Match length 


41 


% identity 


85 


NCBI Description 


PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 



HELICASE >gi_1402875__emb_CAA66825_ (X98130) RNA helicase 
[Arabidopsis thaliana] >gi_14 95271_emb_CAA66613_ (X97970) 
RNA helicase [Arabidopsis thaliana] 



51120 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



399656 

LIB3431-026-P1-N1-A8 

BLASTX 

gl32105 

301 

3.0e-27 

57 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094j?ir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


399657 


Seq. ID 


LIB3431-026-P1-N1-A9 


Method 


BLASTN 


NCBI GI 


g2305114 


BLAST score 


295 


jij vdiue 




Match length 


390 


% identity 


94 


NCBI Description 


Oryza sativa ferredoxin iriRNA, complete < 


Seq. No. 


399658 


Seq. ID 


LIB3431-026-P1-N1-B1 


Method 


BLASTN 


NCBI GI 


g5360229 


BLAST score 


393 


E value 


0.0e+00 


Match length 


393 


% identity 


100 


NCBI Description 


Oryza sativa mRNA for Ran, complete cds 


Seq. No. 


399659 


Seq. ID 


LIB3431-026-P1-N1-B10 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


230 


E value 


5.0e-19 


Match length 


49 


% identity 


86 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


399660 


Seq. ID 


LIB3431-026-P1-N1-B12 


Method 


BLASTX 


NCBI GI 


g4588906 


BLAST score 


465 


E value 


2.0e-46 


Match length 


100 


% identity 


88 


NCBI Description 


(AF118149) ribosomal protein S7 [Secale 



51121 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399661 

LIB3431-026-P1-N1-B2 

BLA5TN 

g5478796 

349 

0.0e+00 

431 

100 

Oryza sativa CAO mRNA for chlorophyll b synthase, partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399662 

LIB3431-026-P1-N1-B3 

BLASTX 

gll73347 

250 

2.0e-21 

54 
94 

SEDOHEPTULOSE-1, 7 -BIS PHOSPHATASE, CHLOROPLAST PRECDRSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) ( SED (1,7) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 


399663 


Seq. ID 


LIB3431-026-P1-N1-B4 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


359 


E value 


4.0e-34 


Match length 


80 


% identity 


88 


NCBI Description 


(U86018) photosystem 


Seq. No. 


399664 


Seq. ID 


LIB3431-026-P1-N1-B5 


Method 


BLASTX 


NCBI GI 


g!835731 


BLAST score 


359 


E value 


4.0e-34 


Match length 


80 


% identity 


88 


NCBI Description 


(U86018) photosystem 


Seq. No. 


399665 


Seq. ID 


LIB3431-026-P1-N1-B6 


Method 


BLASTX 


NCBI GI 


g3929924 


BLAST score 


292 


E value 


3.0e-26 


Match length 


56 


% identity 


98 


NCBI Description 


(AB020502) catalase 



51122 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399666 

LIB3431-026-P1-N1-B8 

BLASTX 

g517500 

401 

4.0e-39 

97 

81 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399667 

LIB3431-026-P1-N1-C1 

BLASTX 

g2072555 

237 

9.0e-20 
44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


399668 


Seq. ID 


LIB3431-026-P1-N1-C10 


Method 


BLASTX 


NCBI GI 


g5668640 


BLAST score 


332 


E value 


6.0e-31 


Match length 


97 


% identity 


57 


NCBI Description 


(AL109619) putative protein [Arabidopsis thai: 


Seq. No. 


399669 


Seq. ID 


LIB3431-026-P1-N1-C12 


Method 


BLASTX 


NCBI GI 


g4455296 


BLAST score 


241 


E value 


3.0e-20 


Match length 


44 


% identity 


89 


NCBI Description 


(AL035528) hypothetical protein [Arabidopsis ■ 


Seq. No. 


399670 


Seq. ID 


LIB3431-026-P1-N1-C3 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


301 


E value 


3.0e-27 


Match length 


57 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_680 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor {clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 



51123 



o 



carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


399671 


Seq. ID 


LIB3431-026-P1-N1-C4 


Method 


BLASTX 


NCBI GI 


g21839 


BLAST score 


229 


E value 


7.0e-19 


Match length 


47 


% identity 


96 


NCBI Description 


(X57952) phosphoribulokinase [Triticum aestivum] 


Seq. No. 


399672 


Seq. ID 


LIB3431-026-P1-N1-C6 


Method 


BLASTN 


NCBI GI 


g2072726 


BLAST score 


384 


E value 


0.0e+00 


Match length 


399 


% identity 


99 


NCBI Description 


0. sativa mRNA for Fd-GOGAT, partial, clone 0sGog2 


Seq. No. 


399673 


Seq. ID 


LIB3431-026-P1-N1-C7 


Method 


BLASTX 


NCBI GI 


g4512125 


BLAST score 


243 


E value 


2.0e-20 


Match length 


45 


% identity 


100 


NCBI Description 


(AF133340) putative chlorophyll a/b-binding protein 




[Phalaenopsis sp. 1 KCbutterf ly 1 ] 


Seq. No. 


399674 


Seq. ID 


LIB3431-026-P1-N1-C8 


Method 


BLASTX 


NCBI GI 


g606817 


BLAST score 


178 


E value 


6.0e-13 


Match length 


32 


% identity 


100 


NCBI Description 


(U08404) carbonic anhydrase [Oryza sativa] 




>gi_5917783_gb_AAD56038 . 1_AF182806_1 (AF182806) carl 




anhydrase 3 [Oryza sativa] 


Seq. No. 


399675 


Seq. ID 


LIB3431-026-P1-N1-D10 


Method 


BLASTX 


NCBI GI 


g4512125 


BLAST score 


251 


E value 


2.0e-21 


Match length 


47 


% identity 


100 


NCBI Description 


(AF133340) putative chlorophyll a/b-binding protein 



51124 



o 



[Phalaenopsis sp. 'KCbutterf ly ? ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399676 

LIB3431-026-P1-N1-D3 

BLASTX 

gl20661 

181 

3.0e-13 

45 
76 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 



Seq. No. 


399677 


Seq. ID 


LIB3431-026-P1-N1-D4 


Method 


BLASTX 


NCBI GI 


g3004565 


BLAST score 


337 


E value 


2.0e-31 


Match length 


94 


% identity 


67 


NCBI Description 


(AC003673) putative prot- 


Seq. No. 


399678 


Seq. ID 


LIB3431-026-P1-N1-D5 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


409 


E value 


6.0e-40 


Match length 


77 


% identity 


100 


NCBI Description 


CHLOROPHYLL A-B BINDING 



iTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399679 

LIB3431-026-P1-N1-D6 

BLASTX 

g543939 

160 

9.0e-ll 

39 

85 

CHLOROPHYLL A-B BINDING PROTEIN CP24 PRECURSOR 

>gi_541819_pir S40210 chlorophyll a/b-binding protein CP24 

precursor - spinach >gi_437 991_emb_CAA81105 . 1_ (Z25886) 20 
kDa protein of CP24 precursor protein [Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399680 

LIB3431-026-P1-N1-D8 

BLASTX 

gl70131 

218 

1.0e-17 



51125 



o 



Match length 


68 


% identity 


59 


NCBI Description 


(M55322) ribosomal protein 30S subunit [Spinacia oleracea] 


Seq. No. 


399681 


Seq. ID 


LIB3431-026-P1-N1-D9 


Method 


BLASTX 


NCBI GI 


g!15794 


BLAST score 


501 


E value 


9.0e-51 


Match length 


100 


% identity 


93 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR {LHCII TYPE 


III CAB-13) >gi 72748 pir CDT033 chlorophyll a/b-binding 




protein type III precursor (cab-13) - tomato 




>gi 19277 emb CAA42818_ (X60275) LHCII type III 




[Lycopersicon esculentum] 


Seq. No. 


399682 


Seq. ID 


LIB34 31-02 6-P1-N1-E10 


Method 


BLASTX 


NCBI GI 


g2673913 


BLAST score 


306 


E value 


7.0e-28 


Match length 


77 


% identity 


75 


NCBI Description 


(AC002561) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


399683 


Seq. ID 


LIB3431-026-P1-N1-E11 


Method 


BLASTX 


NCBI GI 


g2055273 


BLAST score 


201 


E value 


2.0e-15 


Match length 


52 


% identity 


71 


NCBI Description 


(D85339) hydroxypyruvate reductase [Arabidopsis thaliana] 


Seq. No. 


399684 


Seq. ID 


LIB34 31-02 6-P1-N1-E12 


Method 


BLASTX 


NCBI GI 


g733454 


BLAST score 


402 


E value 


4.0e-39 


Match length 


81 


% identity 


95 


NCBI Description 


(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 




[Zea mays] 


Seq. No. 


399685 


Seq. ID 


LIB3431-026-P1-N1-E6 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


177 


E value 


9.0e-13 


Match length 


35 


% identity 


100 



51126 



o 



NCBI Description 


(AB016283) carbonic anhydrase [Oryza s. 


Seq. No. 


399686 


Seq. ID 


LIB3431-U^b-Pl-Nl-h / 


Method 


BLASTX 


NCBI GI 


g!617197 


BLAST score 


164 


E value 


3. Oe-11 


Match length 


33 


% identity 


88 


NCBI Description 


(Z72488) CP12 [Nicotiana taioacumj 


Seq. No. 


399687 


Seq. ID 


LIB34ol-Uzb-Fl-Nl-bo 


Method 


BLASTX 


NCBI GI 


g2754849 


BLAST score 


186 


E value 


8.0e-14 


Match length 


45 


% identity 


80 


NCBI Description 


(AF039000) putative serine-glyoxylate 




[Fritillaria agrestis] 



aminotransferase 



Seq. No. 


399688 


Seq. ID 


LIB3431-026-P1-N1-F11 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


431 


E value 


1.0e-42 


Match length 


82 


% identity 


99 


NCBI Description 


(AF061577) chlorophyll 


Seq. No. 


399689 


Seq. ID 


LIB3431-026-P1-N1-F12 


Method 


BLASTX 


NCBI GI 


g482311 


BLAST score 


508 


E value 


1.0e-51 


Match length 


99 


% identity 


100 


NCBI Description 


photosystem II oxygen-* 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Iving complex protein 1 - rice 

"(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

399690 

LIB3431-026-P1-N1-F2 

BLASTX 

gl32105 

301 

2.0e-27 

57 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 



51127 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399691 

LIB3431-026-P1-N1-F4 

BLASTX 

gl32105 

301 

2.0e-27 

57 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399692 

LIB3431-026-P1-N1-F7 

BLASTX 

g733454 

232 

3.0e-19 

48 
94 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

399693 

LIB3431-026-P1-N1-G11 

BLASTN 

g2624325 

140 

7.0e-73 

168 

96 

Oryza sativa mRNA for glycine-rich RNA-binding protein 
(OsGRPl) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399694 

LIB3431-026-P1-N1-G12 

BLASTX 

g517500 

272 

5.0e-24 

72 

79 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_44 4338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 



51128 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399695 

LIB3431-026-P1-N1-G2 
BLASTX 
gl076724 
364 

1.0e-34 

70 
94 

LHCI-680, photosystem I antenna protein 
>gi_666054_emb_CAA59049_ (X84308) 
antenna protein [Hordeum vulgar e] 



barley 
LHCI-680, photosystem I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399696 

LIB3431-026-P1-N1-G4 

BLASTN 

g3885887 

423 

0.0e+00 

423 

100 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 

399697 

LIB3431-026-P1-N1-G5 

BLASTN 

g2306980 

112 

2.0e»56 

125 

98 

Oryza sativa photosystem I antenna protein (Lhca) mRNA, 
complete cds 

399698 

LIB3431-026-P1-N1-G6 

BLASTX 

g2130089 

222 

5.0e-18 

42 
93 

2-oxoglutarate/malate translocator (clone OMT103), 
mitochondrial membrane - proso millet 

>gi_1100743_dbj_BAA08105_ (D45075) 2-oxoglutarate/malate 
translocator [Panicum miliaceum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399699 

LIB3431-026-P1-N1-G7 

BLASTX 

g3036946 

300 

3.0e-27 

57 
100 

(AB012637) light harvesting chlorophyll a/b-binding protein 



51129 



o 



[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399700 

LIB3431-026-P1-N1-G8 

BLASTX 

g3738261 

428 

3.0e-42 

95 

92 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399701 

LIB3431-026-P1-N1-G9 

BLASTX 

gl31176 

187 

6.0e-14 

37 
97 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 
(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq. No. 


399702 


Seq. ID 


LIB3431-026-P1-N1-H11 


Method 


BLASTX 


NCBI GI 


g3292814 


BLAST score 


232 


E value 


3.0e-19 


Match length 


57 


% identity 


72 


NCBI Description 


(AL031018) putative protein 


Seq. No. 


399703 


Seq. ID 


LIB3431-026-P1-N1-H3 


Method 


BLASTX 


NCBI GI 


g4490715 


BLAST score 


147 


E value 


3.0e-09 


Match length 


99 


% identity 


34 


NCBI Description 


(AL035680) putative protein 


Seq. No. 


399704 


Seq. ID 


LIB3431-026-P1-N1-H4 


Method 


BLASTX 


NCBI GI 


g3913018 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


33 


% identity 


100 



51130 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

399705 

LIB3431-026-P1-N1-H5 

BLASTX 

g5007084 

224 

3.0e-18 

46 
100 

(AF155333) 
sativa] 



NADP-specific isocitrate dehydrogenase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399706 

LIB3431-026-P1-N1-H6 

BLASTX 

gl32105 

294 

2.0e-26 

56 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


399707 


Seq. ID 


LIB3431-026-P1-N1-H9 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


212 


E value 


6.0e-17 


Match length 


44 


% identity 


89 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


399708 


Seq. ID 


LIB3431-027-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


gll73347 


BLAST score 


283 


E value 


3.0e-25 


Match length 


58 


% identity 


88 


NCBI Description 


SEDOHEPTULOSE-1,7-BISPHOSPHATASE, 



( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED (1,7) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi__14 265_emb_CAA46507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



51131 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399709 

LIB3431-027-P1-K1-A11 

BLASTX 

g4557229 

223 

4.0e-18 

112 

35 

angio-associated, migratory cell protein 

>gi_3121739_sp_Q13685_AAMP_HUMAN ANGIO-ASSOCIATED MIGRATORY 

CELL PROTEIN >gi_2134759_pir 139383 angio-associated 

migratory cell protein - human >gi_870803 (M95627) 
angio-associated migratory cell protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399710 

LIB3431-027-P1-K1-A12 

BLASTX 

g2493650 

638 

7.0e-67 

139 

95 

RUBISCO SUBUNIT BINDING-PROTEIN BETA SUBUNIT (60 KD 
CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) 
>gi_1167858_einb_CAA93139_ (Z68903) chaperonin [Secale 
cereale] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399711 

LIB3431-027-P1-K1-A3 

BLASTX 

g417103 

541 

2.0e-55 

124 

88 

HI STONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb__CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U094 64) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >giJL435157_emb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38 917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 
>gi_6006364_dbj_BAA84794.1_ (AP000559) EST D15300 (C0425) 
corresponds to a region of the predicted gene.; Similar to 



51132 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



histone H3 (AB015760) [Oryza sativa] 
399712 

LIB3431-027-P1-K1-A4 

BLASTX 

g606817 

378 

1.0e-39 

128 
70 

(U08404) carbonic anhydrase [Oryza sativa] 
>gi_5917783_gb_AAD56038.1_AF182806_l (AF182806) carbonic 
anhydrase 3 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - rice 

type I light-harvesting 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



399713 

LIB3431-027-P1-K1-A5 
BLASTX 
g2388689 
270 

1.0e-23 
67 
76 

(AF016633) GH1 protein [Glycine max] 
399714 

LIB3431-027-P1-K1-A6 
BLASTX 
g320618 
599 

3.0e-62 
131 
87 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

399715 

LIB3431-027-P1-K1-A7 

BL4STX 

gl!73347 

802 

5.0e-86 

153 

95 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BI SPHOSPHATASE ) ( SBPASE ) ( SED ( 1 , 7 ) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 

399716 

LIB3431-027-P1-K1-A8 

BLASTX 

g733454 



51133 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



476 

5.0e-70 

137 

93 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399717 

LIB3431-027-P1-K1-A9 

BLASTN 

g3885891 

144 

3.0e-75 

197 
99 

Oryza sativa photosystem-1 F subunit precursor 
mRNA, complete cds 



(PSI-F) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399718 

LIB3431-027-P1-K1-B1 

BLASTN 

g21843 

195 

1.0e-105 

412 

87 

Wheat PsbO mRNA for 33kDa oxygen evolving protein of 
photosystem II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399719 

LIB3431-027-P1-K1-B10 

BLASTX 

g2500959 

424 

1.0e-41 

133 
62 

ALANYL-TRNA SYNTHETASE {ALANINE — TRNA LIGASE) (ALARS) 
>gi_1653611_dbj__BAA18523_ (D90915) alanyl-tRNA synthetase 
[Synechocystis sp.] 

399720 

LIB3431-027-P1-K1-B11 

BLASTX 

g3023816 

474 

1.0e-47 

90 
100 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



399721 

LIB3431-027-P1-K1-B4 

BLASTX 

g2130127 



51134 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



447 

2.0e-44 

99 

90 

ferritin 1 precursor - maize >gi_1103628_emb_CAA58146_ 
(X83076) ferritin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399722 

LIB3431-027-P1-K1-B5 

BLASTX 

g!32105 

257 

3.0e-29 

66 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor {clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399723 

LIB3431-027-P1-K1-B6 

BLASTX 

gl32105 

614 

6.0e-64 

132 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399724 

LIB3431-027-P1-K1-B7 

BLASTX 

gl31388 

358 

6.0e-34 

121 

65 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_2184 4__emb_CAA40 670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 



51135 



aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399725 

LIB3431-027-P1-K1-B8 

BLASTX 

g462195 

325 

4.0e-30 

62 

100 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399726 

LIB3431-027-P1-K1-C10 

BLASTX 

gl707998 

297 

9.0e-27 

92 

66 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE ) 

(SHMT) >gi__481944_pir S40218 glycine 

hydroxymethyl transferase (EC 2.1.2.1) - potato 
>gi_438247_emb_CAA81082_ (Z25863) glycine 
hydroxymethyltransf erase [Solanum tuberosum] 



Seq. No. 


399727 


Seq. ID 


LIB3431-027-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3482977 


BLAST score 


273 


E value 


5.0e-24 


Match length 


138 


% identity 


46 


NCBI Description 


(AL031369) putative proti 


Seq. No. 


399728 


Seq. ID 


LIB3431-027-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl00796 


BLAST score 


752 


E value 


4.0e-80 


Match length 


152 


% identity 


94 


NCBI Description 


phosphoribulokinase (EC ; 


Seq. No. 


399729 


Seq. ID 


LIB3431-027-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


336 


E value 


1.0e-35 



2.7.1.19) 



wheat 
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Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



118 
68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

399730 

LIB3431-027-P1-K1-C4 

BLASTX 

gl669341 

219 

1.0e-17 

133 

41 

(D45066) AOBP (ascorbate oxidase promoter-binding protein) 
[Cucurbit a maxima] 

399731 

LIB3431-027-P1-K1-C5 

BLASTX 

g4585882 

498 

2.0e-50 

150 

64 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



399732 

LIB3431-027-P1-K1-C6 

BLASTX 

g5922612 

282 

5.0e-25 

127 

46 

(AP000492) EST AU078118 (E3904 ) corresponds to a region of 
the predicted gene.; similar to Arabidopsis thaliana BAC 
IG002P16; No definition line found. (AF007270) [Oryza 
sativa] 

399733 

LIB3431-027-P1-K1-C9 

BLASTX 

g671740 

219 

1.0e-17 

48 

88 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

399734 

LIB3431-027-P1-K1-D1 

BLASTX 

g2244926 

292 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-26 

98 

58 

(Z97339) glutaredoxin homolog [Arabidopsis thaliana] 
399735 

LIB3431-027-P1-K1-D12 

BLASTX 

g!617197 

304 

1.0e-27 

76 

76 

(Z72488) CP12 [Nicotiana tabacum] 



Seq. No. 


399736 


Seq. ID 


LIB3431-027-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2306981 


BLAST score 


530 


E value 


4.0e-54 


Match length 


96 


% identity 


98 


NCBI Description 


(AF010321) photosystem I antenna protein 


Seq. No. 


399737 


Seq. ID 


LIB3431-027-P1-K1-D4 


Method 


BLASTN 


NCBI GI 


g304219 


BLAST score 


78 


E value 


1.0e-35 


Match length 


161 


% identity 


87 


NCBI Description 


Hordeum vulgare chloroplast photosystem '. 




mRNA, complete cds 


Seq. No. 


399738 


Seq. ID 


LIB3431-027-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl661160 


BLAST score 


458 


E value 


1.0e-45 


Match length 


101 


% identity 


84 


NCBI Description 


(U74295) chlorophyll a/b binding protein 


Seq. No. 


399739 


Seq. ID 


LIB3431-027-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3036951 


BLAST score 


343 


E value 


1.0e-36 


Match length 


80 


% identity 


100 


NCBI Description 


(AB012639) light harvesting chlorophyll 




[Nicotiana sylvestris] 



I PSK-I subunit 



51138 



^^^^ 



Seq* No. 


399740 


Seq* ID 


LIB3431-027-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2570511 


BLAST score 


163 


E value 


3 . 0e-22 


Match length 


67 


% identity 


78 


NCBI Description 


(AF022738) chlorophyll a-b binding prot< 


Seq, No. 


399741 


Seq. ID 


LIB3431-027-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4678948 


BLAST score 


192 


E value 


2. Oe-14 


Match length 


117 


% identity 


41 


NCBI Description 


(AL049711) putative protein [Arabidopsi: 


Seq. No. 


399742 


Seq. ID 


LIB3431-027-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl70131 


BLAST score 


260 


E value 


2*0e-22 


Match length 


66 


% identity 


68 


NCBI Description 


(M55322) ribosomal protein 30S subunit 


Seq. No. 


399743 


Seq. ID 


LIB3431-027-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


702 


E value 


3.0e-74 


Match length 


136 


% identity 


96 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



AIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399744 

LIB3431-027-P1-K1-E4 

BLASTX 

g2570515 

569 

1.0e-58 

130 

86 

(AF022740) glycolate oxidase [Oryza sativa] 



51139 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399745 

LIB3431-027-P1-K1-E6 

BLASTX 

g5354158 

384 

3.0e-43 

140 

64 

(AF149841) digalactosyldiacylglycerol synthase [Arabidopsis 
t haliana ] >gi_5 35416 0_gb_AAD4 237 9. 1_AF1 4984 2_1 ( AF1 49842) 
digalactosyldiacylglycerol synthase [Arabidopsis thaliana] 
>gi_6041825_gb_AAF02140.1_AC009918_12 (AC009918) 
digalactosyldiacylglycerol synthase [Arabidopsis thaliana] 

399746 

LIB3431-027-P1-K1-E7 

BLASTX 

g729668 

241 

3.0e-20 

68 

63 

HISTONE HI >gi_214747 9_pir S65059 histone HI, 

drought-inducible - Lycopersicon pennellii >gi_436823 
(U01890) Solanum pennellii histone HI [Solanum pennellii] 

399747 

LIB3431-027-P1-K1-E8 

BLASTX 

gl835731 

412 

3.0e-40 

89 

88 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
399748 

LIB3431-027-P1-K1-E9 

BLASTX 

g3885894 

464 

2.0e-46 

110 

82 

(AF093635) photos ystem-1 H subunit GOS5 [Oryza sativa] 
399749 

LIB3431-027-P1-K1-F1 

BLASTX 

gl076722 

667 

4.0e-70 

144 
90 

hypothetical protein - barley (fragment) 



51140 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

£ value 

Match length 

% identity 

NCBI Description 



399750 

LIB3431-027-P1-K1-F10 

BLASTX 

gl777961 

504 

5.0e-51 

154 

58 

(U56406) methyl jasmonate-inducible lipoxygenase 2 
vulgare] 



[Hordeum 



399751 

LIB3431-027-P1-K1-F11 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


399752 


Seq. ID 


LIB3431-027-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST score 


157 


E value 


2.0e-10 


Match length 


106 


% identity 


32 


NCBI Description 


(AC005310) unknown protein [Arabidopsis thaliana] 


Seq. No. 


399753 


Seq. ID 


LIB3431-027-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3204108 


BLAST score 


570 


E value 


8.0e-59 


Match length 


118 


% identity 


87 


NCBI Description 


(AJ006764) putative deoxycytidylate deaminase [Cicer 




arietinum] 


Seq. No. 


399754 


Seq. ID 


LIB3431-027-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


666 


E value 


5.0e-70 


Match length 


142 


% identity 


89 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_RAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 



51141 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399755 

LIB3431-027-P1-K1-F4 

BLASTX 

g3789952 

307 

6.0e-28 

66 

88 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3-99756 

LIB3431-027-P1-K1-F5 

BLASTX 

gl076800 

717 

5.0e-76 

155 

87 

L-ascorbate peroxidase (EC 1.11.1.11), cytosolic isozyme - 
maize >gi_600116_emb_CAA84406_ (Z34934) cytosolic ascorbate 

peroxidase [Zea mays] >gi_1096503_prf 2111423A ascorbate 

peroxidase [Zea mays] 



Seq. No. 


399757 


Seq. ID 


LIB3431-027-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


531 


E value 


3.0e-54 


Match length 


101 


% identity 


100 


NCBI Description 


(U86018) photosystem II 


Seq. No. 


399758 


Seq. ID 


LIB3431-027-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


671 


E value 


1.0e-70 


Match length 


126 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll < 


Seq. No. 


399759 


Seq. ID 


LIB3431-027-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g6066383 


BLAST score 


236 


E value 


5.0e-20 


Match length 


49 


% identity 


98 



51142 



NCBI Description (AJ011926) Mg-protoporphyrin IX [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399760 

LIB3431-027-P1-K1-G1 

BLASTX 

g2624328 

542 

2.0e-55 

118 

90 

(AJ002894) OsGRP2 [Oryza sativa] 
399761 

LIB3431-027-P1-K1-G10 

BLASTX 

g3935168 

292 

3.0e-26 

125 

53 

(AC004557) F17L21.11 [Arabidopsis thaliana] 
399762 

LIB3431-027-P1-K1-G11 

BLASTX 

g3789952 

698 

8.0e-74 

139 

98 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399763 

LIB3431-027-P1-K1-G12 

BLASTX 

g3789954 

840 

2.0e-90 

154 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



399764 

LIB3431-027-P1-K1-G4 

BLASTX 

g2832672 

263 

9.0e-23 

55 

95 

(AL021712) nifU-like protein [Arabidopsis thaliana] 
399765 

LIB3431-027-P1-K1-G5 
BLASTX 



51143 



NCBI GI 


g5103831 


BLAST score 


281 


E value 


5.0e-25 


Match length 


94 


% identity 


60 


NCBI Description 


(AC007591) ESTs gb_H37032, gb_R6425, 




gb_AA713172 and gb_Z34241 come from 




thaliana] 


Seq. No. 


399766 


Seq. ID 


LIB34 31-027 -P1-K1-G6 


Method 


BLASTN 


NCBI GI 


g3075487 


BLAST score 


157 


E value 


5.0e-83 


Match length 


157 


% identity 


100 


NCBI Description 


Oryza sativa chlorophyll a/b-bindin< 




mRNA, complete cds 


Seq. No. 


399767 


Seq. ID 


LIB3431-027-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g5815133 


BLAST score 


183 


E value 


2.0e-13 


Match length 


99 


% identity 


37 


NCBI Description 


(AF169386) SPOll [Mus musculus] 


Seq. No. 


399768 


Seq. ID 


LIB3431-027-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3763918 


BLAST score 




E value 


1.0e-19 


Match length 


67 


% identity 


70 


NCBI Description 


(AC004 450) putative isopropylmalate 




[Arabidopsis thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399769 

LIB3431-027-P1-K1-H1 

BLASTX 

gll69544 

540 

3.0e-55 

154 

67 

ERD1 PROTEIN PRECURSOR >gi_54 18 59_pir JN0901 ERD1 protein 

- Arabidopsis thaliana >gi_497629_dbj_BAA04506_ (D17582) 
ERD1 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



399770 

LIB3431-027-P1-K1-H11 

BLASTX 

g3075488 



51144 



€1 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



572 

1.0e-65 

139 

91 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
399771 

LIB3431-027-P1-K1-H12 

BLASTX 

g3789954 

148 

2.0e-19 

118 

53 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399772 

LIB3431-027-P1-K1-H3 

BLASTX 

g4587571 

425 

8.0e-42 

104 

75 

(AC006550) Belongs to the PF_01027 Uncharacterized protein 
family UPF0005 with 7 transmembrane domains. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399773 

LIB3431-027-P1-K1-H5 

BLASTX 

gll5796 

721 

2.0e-76 

138 

98 

CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCII TYPE I 
CAB) (LHCP) >gi_218174_dbj_BAA00537_ (D00642) type II 
light-harvesting chlorophyll a/b-binding protein [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399774 

LIB3431-027-P1-K1-H6 

BLASTX 

g3789954 

186 

2.0e-14 

64 
61 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



399775 

LIB3431-027-P1-K1-H7 

BLASTX 

g3881189 



51145 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



489 

3.0e-49 

144 

61 

(Z99281) similar to ADP-ribosylation factor; cDNA EST 
EMBL:C08179 comes from this gene; cDNA EST EMBL:C08337 
comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDNA EST y 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399776 

LIB3431-027-P1-K1-H8 
BLASTX 
g320618 
489 

2.0e-49 
109 
85 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399777 

LIB3431-027-P1-K1-H9 

BLASTX 

g482311 

731 

1.0e-77 

142 

100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 


399778 


Seq. ID 


LIB3431-027-P1-N1-A1 


Method 


BLASTX 


NCBI GI 


g687677 


BLAST score 


230 


E value 


4.0e-19 


Match length 


51 


% identity 


86 


NCBI Description 


(U19925) unknown [Arabidopsis thaliana] 


Seq. No. 


399779 


Seq. ID 


LIB3431-027-P1-N1-A11 


Method 


BLASTX 


NCBI GI 


g3413423 


BLAST score 


169 


E value 


7.0e-12 


Match length 


64 


% identity 


48 


NCBI Description 


(AJ006309) hypothetical protein [Arabidopsis 


Seq. No. 


399780 


Seq. ID 


LIB3431-027-P1-N1-A12 



51146 



^^^^ 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2493650 

299 

5.0e-36 

90 

77 

RUBISCO SUBUNIT BINDING-PROTEIN BETA SUBUNIT (60 KD 

CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) 

>gi_1167 858__emb_CAA93139_ (Z68903) chaperonin [Secale 

cereale] 



o e q • in o . 


o -? y i o x 


oeq. 1JJ 


T TRT/l^l _H97 — PI — TvT1 — a ^ 


Method 


BLASTX 


NCBI GI 


g4574208 


biiAoi score 


DO 


E value 


4 . ue-zo 


Match length 


oo 


% identity 


1UU 


NCBI Description 


(AFuyJlUo) nistone Ho [Tortuia ruraixsj 


Seq. No. 


*3 nm o o 
oyy /tfZ 


Seq. ID 


T TD"3/I "31 HOT D1 Ml TS. A 

Llbo4ol-Uz /-rl-Nl— 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


177 


E value 


9. Oe-13 


Match length 


41 


% identity 


85 


NCBI Description 


(AoUib^oo) caroonic annyarase L^ryza sativaj 


Seq. No. 


J997S3 


Seq. ID 


T TC3 ^ 01 HOT D1 Ml 7\ £T 


MeT,noa 


0I1R.Q 1 IN 


NCBI GI 


g20177 


BLAST score 


399 


E value 


0.0e+00 


Match length 


433 


% identity 


99 


NCBI Description 


Rice cablR gene for light harvesting chlorophyll 




a/b-binding protein 


Seq. No. 


399784 


Seq. ID 


LIB3431-027-P1-N1-A7 


Method 


BLASTX 


NCBI GI 


gll73347 


BLAST score 


284 


E value 


2.0e-25 


Match length 


61 


% identity 


95 



NCBI Description SEDOHEPTULOSE-1, 7 -BIS PHOSPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED ( 1 , 7 ) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507__ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



51147 



beq. 1NO. 


0 QQ70 c 


oeq. ±u 


T.TR^4^1 -097-P1 -N1 -Aft 




DT 7\C«Tiy 




y / O OH •J *i 


BLAST score 


271 


E value 


8.0e-24 


Match length 


0 O 


% identity 


yo 


NCBI Description 


\Uzjioo ; cnioropnyii a/o Dinuiny apopiuiciii ojtr^o pitjouioui 




r 7q"3 m aire! 

[Ziea uLayb j 


beq. jno. 






T TP^4 ^1 — 09 7 -Pi -Ml -AQ 

Jj1Dj4 JX Ui / IT -L IN J. ^1.7 


Method. 




NCBI GI 


g3885892 


BLAST score 


338 


E value 


1 . ue-ji 


Match length 


DO 


■s identity 


1UU 


NCBI Description 


^AruyoDo4j pno LOsysT-eiu. ~*i r suouniu precursor [uiyza idLivdj 


Seq. No. 


oyy / 0 / 


beq. lu 


JjXIDj4i Jl UZ / ri Nl Di 


Method. 


PT ZiQTY 




g*± o^jii 


BLAST score 


186 


E value 


6.0e-14 


Match length 


36 


% identity 


100 


NCBI Description 


photosystem II oxygen-evolving complex protein 1 - rice 



(strain Nihonbare) >gi_739292_prf_ 
complex protein 1 [Oryza sativa] 



2002393A oxygen-evolving 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399788 

LIB3431-027-P1-N1-B10 

BLASTN 

gl69798 

42 

3.0e-14 

94 
86 

Oryza sativa 16.9 kDa heat shock protein gene, 



complete cds 



399789 

LIB3431-027-P1-N1-B2 

BLASTX 

g482311 

154 

4.0e-10 

44 

73 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >giJ739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 
Seq. ID 



399790 

LIB3431-027-P1-N1-B3 



51148 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g6006355 

351 

0.0e+00 

375 

98 

Oryza sativa genomic DNA, chromosome 6, clone:P0493Cll 



399791 

LIB3431-027-P1-N1-B4 

BLASTN 

g455510 

173 

3.0e-92 

201 

97 

Rice mRNA for ferritin, 



partial sequence 



Seq. No. 
Seq. ID 
Method 



399792 

LIB3431-027-P1-N1-B5 

BLASTX 

gl32105 

734 

6.0e-78 

160 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399793 

LIB3431-027-P1-N1-B6 

BLASTX 

gl32105 

339 

1.0e-42 

89 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi__68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1 , 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399794 

LIB3431-027-P1-N1-B7 
BLASTX 



51149 



4> 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g482311 
345 

1.0e-32 

75 

91 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

399795 

LIB3431-027-P1-N1-B8 

BLASTN 

g3789949 

288 

1.0e-161 
292 
100 

Oryza sativa translation initiation factor 
complete cds 



(GOS2) niRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399796 

LIB3431-027-P1-N1-C10 

BLASTX 

gl346155 

168 

1.0e-ll 

33 
97 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE ) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437995_emb_CAA81078_ (Z25859) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 

399797 

LIB3431-027-P1-N1-C3 

BLASTX 

gll5813 

227 

1.0e-18 

53 

83 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182__emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

399798 

LIB3431-027-P1-N1-C5 

BLASTX 

gll5813 

243 

2.0e-20 

55 

85 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 



51150 



€1 



chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399799 

LIB3431-027-P1-N1-C8 

BLASTX 

g6063542 

225 

2.0e-18 

41 
98 

(AP000615) EST C74302 (E30840) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. (M64118) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399800 

LIB3431-027-P1-N1-C9 

BLASTN 

g218209 

41 

1.0e-13 

131 
81 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 



Seq. No. 


399801 


Seq. ID 


LIB3431-027-P1-N1-D1 


Method 


BLASTX 


NCBI GI 


g2244926 


BLAST score 


292 


E value 


3.0e-26 


Match length 


88 


% identity 


65 


NCBI Description 


(Z97339) glutaredoxin homolog [Arabidopsis 


Seq. No. 


399802 


Seq. ID 


LIB3431-027-P1-N1-D10 


Method 


BLASTX 


NCBI GI 


g4115337 


BLAST score 


201 


E value 


1.0e-15 


Match length 


41 


% identity 


16 


NCBI Description 


(L81141) ubiquitin [Pisum sativum] 


Seq. No. 


399803 


Seq. ID 


LIB3431-027-P1-N1-D12 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


212 


E value 


6.0e-17 


Match length 


44 


% identity 


89 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


399804 



51151 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-027-P1-N1-D2 

BLASTX 

gl076724 

284 

2.0e-25 

56 

95 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA59049_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399805 

LIB3431-027-P1-N1-D4 

BLASTX 

g548605 

484 

1.0e-48 

126 

79 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399806 

LIB3431-027-P1-N1-D7 

BLASTX 

g3036951 

343 

2.0e-32 

65 

100 

(ABO 12 63 9) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

399807 

LIB3431-027-P1-N1-D8 

BLASTX 

g421916 

243 

1.0e-20 

45 

100 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 



399808 

LIB3431-027-P1-N1-E1 

BLASTN 

g2570510 

150 

8.0e-79 

226 

92 

Oryza sativa chlorophyll 



a-b binding protein mRNA f complete 



51152 



€1 



cds 



Seq. No. 


399809 


Seq. ID 


LIB3431-027-P1-N1-E11 


Method 


BLASTX 


NCBI GI 


gl70131 


BLAST score 


213 


E value 


5.0e-17 


Match length 


61 


% identity 


66 


NCBI Description 


(M55322) ribosomal protein 30S subunit [Spinacia oleracea] 


Seq. No. 


399810 


beq. id 




Method 


BLASTX 


NCBI GI 


gl32105 


KLAST score 


169 


E value 


2.0e-20 


Match length 


55 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKR2S9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


399811 


Seq. ID 


LIB3431-027-P1-N1-E4 


Method 


BLASTN 


NCBI GI 


g2570514 


BLAST score 


266 


E value 


1.0e-148 


Match length 


369 


% identity 


98 


NCBI Description 


Oryza sativa glycolate oxidase (GOX) 


Seq. No. 


399812 


Seq. ID 


LIB3431-027-P1-N1-E5 


Method 


BLASTX 


NCBI GI 


g451193 


BLAST score 


284 


E value 


2.0e-25 


Match length 


87 


% identity 


66 


NCBI Description 


(L28008) wali7 [Triticum aestivum] 




>gi_1090845_prf 2019486B wali7 gene 


Seq. No. 


399813 


Seq. ID 


LIB3431-027-P1-N1-E6 


Method 


BLASTX 


NCBI GI 


g5354158 


BLAST score 


155 


E value 


3.0e-10 



51153 



© • 

Match length 42 
% identity 60 

NCBI Description (AF149841) digalactosyldiacylglycerol synthase [Arabidopsis 
thaliana] >gi_5354160_gb_AAD4237 9 . 1_AF149842_1 (AF149842) 
digalactosyldiacylglycerol synthase [Arabidopsis thaliana] 
>gi_6041825_gb_AAF02140.1_AC009918_12 (AC009918) 
digalactosyldiacylglycerol synthase [Arabidopsis thaliana] 



Seq. No. 


399814 


Seq. ID 


LIB3431-027-P1-N1-E8 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


359 


E value 


4.0e-34 


Match length 


80 


% identity 


88 


fcfC BI Description 


(U86018) photosystem II 10 kDa polypeptide ["Oryza sativa] 


Seq. No. 


399815 


Seq. ID 


LIB3431-027-P1-N1-E9 


Method 


BLASTX 


NCBI GI 


g3885894 


BLAST score 


398 


K va 1 np 


1. Oe-38 


Match length 


90 


% identity 


86 


NCBI Description 


(AF093635) photosystem-1 H subunit GOS5 [Oryza sativa] 


Seq. No. 


399816 


Seq. ID 


LIB3431-027-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


g3328221 


BLAST score 


348 


E value 


7.0e-33 


Match length 


69 


% identity 


93 


NCBI Description 


(AF076920) thioredoxin peroxidase [Secale cereale] 


Seq. No. 


399817 


Seq. ID 


LIB3431-027-P1-N1-F10 


Method 


BLASTX 


NCBI GI 


g2826842 


BLAST score 


268 


E value 


2.0e-23 


Match length 


75 


% identity 


63 


NCBI Description 


(AJ002236) loxc homologue [Lycopersicon pimpinellif olium] 


Seq. No. 


399818 


Seq. ID 


LIB3431-027-P1-N1-F11 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


361 


E value 


0.0e+00 


Match length 


389 


% identity 


98 


NCBI Description 


Oryza sativa metallothionein-like protein mRNA, complete 



51154 



€1 



cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399819 

LIB3431-027-P1-N1-F2 

BLASTX 

g3204108 

344 

2.0e-32 

94 

70 

(AJ006764) putative deoxycytidylate deaminase [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399820 

LIB3431-027-P1-N1-F3 

BLASTN 

g218207 

195 

1.0e-105 

315 

90 

Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, 
pOSSS1139 



clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399821 

LIB3431-027-P1-N1-F4 

BLASTN 

g3789951 

134 

4.0e-69 

318 

86 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399822 

LIB3431-027-P1-N1-F5 

BLASTN 

g433216 

223 

1.0e-122 

232 

99 

Rice mRNA for ascorbate peroxidase 
partial cds 



(gene name SS622), 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399823 

LIB3431-027-P1-N1-F6 

BLASTX 

g!835731 

326 

3.0e-30 

73 

86 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



51155 



Seq. No. 


*d n n o o a 


Seq. ID 


LIB3431-027-P1-N1-F8 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


333 


E value 


5 . Oe-31 


Match length 


63 


% identity 


inn 

lUu 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa. 


Seq. No. 


O f\ Ci o o c 


Seq. ID 


LIB3431-UZ /-Pl-Nl-E y 


Method 


BLASTX 


NCBI GI 


g6066383 


BLAST score 


236 


E value 


5.0e-20 


Match length 


49 


% identity 


98 


NCBI Description 


(AJ011926) Mg-protoporphyrin IX [Hordeum vulgare] 


Seq. No. 


399826 


Seq. ID 


LIB3431-027-P1-N1-G1 


Method 


BLASTN 


NCBI GI 


g2624327 


BLAST score 


319 


E value 


1. Oe-179 


Match length 


322 


% identity 


100 


NCBI Description 


Oryza sativa mRNA for glycine rich RNA-binding protein 2 




(0sGRP2) 


Seq. No. 


399827 


Seq. ID 


LIB3431-027-P1-N1-G11 


Method 


BLASTN 


NCBI GI 


g3789951 


BLAST score 


193 


E value 


1.0e-104 


Match length 


391 


% identity 


95 


NCBI Description 


Oryza sativa chlorophyll a/b-binding protein presursor 




(Cab27) mRNA, nuclear gene encoding chloroplast protein, 




complete cds 


Seq. No. 


399828 


Seq. ID 


LIB3431-027-P1-N1-G12 


Method 


BLASTX 


NCBI GI 


g3789954 


BLAST score 


339 


E value 


9. Oe-32 


Match length 


03 


% identity 


100 


NCBI Description 


(AF094776) chlorophyll a/b-binding protein precursor [Or 




sativa] 


Seq. No. 


399829 


Seq. ID 


LIB3431-027-P1-N1-G4 



51156 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



BLASTX 

g2832672 

183 

2.0e-13 

37 

97 

(AL021712) 



nifU-like protein [Arabidopsis thaliana] 



399830 

LIB3431-027-P1-N1-G6 

BLASTN 

g3075487 

149 

3.0e-78 

157 

99 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 

399831 

LIB3431-027-P1-N1-G8 

BLASTX 

g3763918 

225 

3.0e-18 

70 
64 

(AC004450) putative isopropylmalate dehydratase 
[Arabidopsis thaliana] 

399832 

LIB3431-027-P1-N1-H1 

BLASTX 

g733454 

383 

6.0e-37 

80 

93 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

399833 

LIB3431-027-P1-N1-H11 

BLASTN 

g3075487 

310 

1.0e-174 

314 

100 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 

399834 

LIB3431-027-P1-N1-H12 

BLASTX 

g517500 

347 



51157 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 



9.0e-33 

87 

79 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

0E17 protein [Pisum sativum] 

399835 

LIB3431-027-P1-N1-H5 

BLASTX 

g3126854 

300 

2.0e-27 

57 

100 

(AFO 61577) chlorophyll a/b binding protein [Oryza sativa] 
399836 

LIB3431-027-P1-N1-H6 

BLASTN 

g3789953 

227 

1.0e-125 

291 
95 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

399837 

LIB3431-027-P1-N1-H7 

BLASTX 

g3881189 

292 

4.0e-26 

107 

48 

(Z99281) similar to ADP-ribosylation factor; cDNA EST 
EMBL:C08179 comes from this gene; cDNA EST EMBL:C08337 
comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDNA EST y 

399838 

LIB3431-027-P1-N1-H9 

BLASTX 

g482311 

426 

6.0e-42 

84 

100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare} >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

399839 

LIB3431-028-P1-K1-A1 
BLASTX 



51158 



o 



NCBI GI 


g2570497 


BLAST score 


373 


E value 


7.0e-36 


Match length 


76 


% identity 


97 


NCBI Description 


(AF022731) H protein subunit of glycine decarboxylase 




[Oryza sativa] 


Seq. No. 


399840 


Seq. ID 


LIB3431-028-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g4680203 


BLAST score 


377 


E value 


4 . 0e-36 


Match length 


153 


% identity 


49 


NCBI Description 


(AF114171) TNP2-like protein [Sorghum bicolor] 


Seq. No. 


399841 


Seq. ID 


LIB3431-028-P1-K1-A11 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


5.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


399842 


Seq. ID 


LIB3431-028-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4325041 


BLAST score 


630 


E value 


7.0e-66 


Match length 


144 


% identity 


88 


NCBI Description 


(AF117339) FtsH-like protein Pftf precursor [Nicotiana 




t aba cum] 


Seq. No. 


399843 


Seq. ID 


LIB3431-028-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


594 


E value 


1.0e-61 


Match length 


126 


% identity 


91 



NCBI Description (U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



399844 

LIB3431-028-P1-K1-A7 

BLASTX 

g4127348 

289 

6.0e-26 

117 

51 



51159 



NCBI Description 


(AJ010449) glutathione transferase 


Seq. No. 


A A A o a i— 

399845 


Seq. ID 


LIBi431-02o-Pl-Kl-A9 


Method 


ny Tin mv 

BLASTX 


NCBI GI 


gl698548 


BLAST score 


456 


E value 


z . Ue-4o 


Match length 


TOT 

137 


% identity 


60 


NCBI Description 


(U58971) calmodulm-binding protein 


Seq. No. 


399846 


Seq. ID 


T TDO^OI f \ O O Til 1V1 TIT 

LIB3431-028-P1-K1-B1 


Metnoa 


BLAbTX 


NCBI GI 


g3345477 


BLAST score 


147 


E value 


3 . Oe-09 


Match length 


28 


% identity 


100 


NCBI Description 


(AB016283) carbonic anhydrase [Oryz. 


Seq. No. 


399847 


Seq. ID 


LIB3431-028-P1-K1-B10 


Method 


BLAST X 




rr^Q^I 1 ft Q 


BLAST score 


364 


E value 


1.0e-34 


Match length 


153 


% identity 


49 


NCBI Description 


CYTOCHROME P450 71C4 >gi 550542 emb 



[Alopecurus myosuroides] 



[Nicotiana tabacum] 



A57425_ (X81831) 
cytochrome P450 [Zea mays] >gi_1850903_emb_CAA72196_ 
(Y11368) cytochrome p450 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399848 

LIB3431-028-P1-K1-B12 

BLASTX 

g320618 

408 

7.0e-40 

98 

81 

chlorophyll a/b-binding protein I precursor - rice 
>gi__218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein fOryza sativa] 

>gi_227611__prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399849 

LIB3431-028-P1-K1-B2 

BLASTX 

g6002102 

322 

1.0e-29 

91 

68 

(AJ249833) Acyl-CoA binding protein (ACBP) 



[Digitalis 



51160 



lanata] 



Seq. No. 


o n n n c n 

399850 


Seq. ID 


LIB3431-028-P1-K1-B3 


Method 


BLASTN 


NCBI GI 


g20262 


BLAST score 


69 


E value 


3.0e-30 


Match length 


89 


% identity 


94 


NCBI Description 


O.sativa light-induced mRNA 


Seq. No. 


399851 


beq. jljj 




Method 


BLASTX 


NCBI GI 


g2499775 


BLAST score 


188 


E value 


5.0e-14 


Match length 


84 


% identity 


49 


NCBI Description 


51 KD FK506-BINDING PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{ FKBP51 ) ( PEPTIDYL-PROLYL 
CIS-TRANS ISOMERASE) (PPIASE) (ROTAMASE) >gi_915280 
(U16959) FKBP51 [Mus musculus] >gi_1020307 (U36220) FK506 
binding protein 51 [Mus musculus] 

399852 

LIB3431-028-P1-K1-C1 

BLASTX 

g5802955 

194 

8.0e-15 

79 

47 

(AF178990) stress related protein [Vitis riparia] 
399853 

LIB3431-028-P1-K1-C10 

BLASTX 

g2734085 

154 

5.0e-10 

107 

28 

(AF003136) contains similarity to ATP synthase subunit B 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399854 

LIB3431-028-P1-K1-C12 

BLASTN 

g6015437 

35 

6.0e-10 

35 

100 

Homo sapiens PEX1 mRNA, 



complete cds 



Seq. No. 



399855 



51161 



o • 



Seq. ID 


LIB3431-028-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


g5822826 


BLAST score 


265 


E value 


1.0e-147 


Match length 


265 


% identity 


100 


NCBI Description 


Oryza sativa Dl gene for alpha-subunit of GTP-binding 




protein, wild type, partial sequence 


Seq. No. 


399856 


Seq. ID 


LIB3431-028-P1-K1-C4 


Method 


BLASTN 


NCBI GI 


g218171 


BLAST score 


59 


E value 


1.0e-24 


Match length 


139 


% identity 


86 


NCBI Description 


Oryza sativa mRNA for type I light-harvesting chlorophyll 




a/b binding protein of photosystem II (LHCPII), complete 




cds 


Seq. No. 


399857 


Seq. ID 


LIB3431-028-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


573 


E value 


3.0e-59 


Match length 


109 


% identity 


100 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 


Seq. No. 


399858 


Seq. ID 


LIB3431-028-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g!67097 


BLAST score 


313 


E value 


3.0e-41 


Match length 


102 


% identity 


83 


NCBI Description 


(M55449) ribulose 1, 5-bisphosphate carboxylase activase 




[Hordeum vulgare] 


Seq. No. 


399859 


Seq. ID 


LIB3431-028-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g548770 


BLAST score 


755 


E value 


2.0e-80 


Match length 


145 


% identity 


100 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 >gi 481228 pir S38359 ribosomal 




protein L3 - rice >gi_303853_dbj__BAA02155_ (D12630) 




ribosomal protein L3 [Oryza sativa] 


Seq. No. 


399860 


Seq. ID 


LIB3431-028-P1-K1-D1 



51162 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g6015437 

36 

1.0e-10 

36 
100 

Homo sapiens PEX1 




complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399861 

LIB3431-028-P1-K1-D11 

BLASTX 

g5441889 

661 

2.0e-69 

148 

89 

(AP000367) Similar to SEC7 protein, Saccharomyces 
cerevisiae, PIR2:S4 9764; Contains Immunoglobulins and major 
histocompatibility complex proteins signature. (AL022604) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399862 

LIB3431-028-P1-K1-D12 

BLASTX 

g82080 

422 

1.0e-41 

120 
68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399863 

LIB3431-028-P1-K1-D2 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399864 

LIB3431-028-P1-K1-D4 

BLASTX 

g548605 

435 

4.0e-43 

112 

80 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 



51163 



ID 



[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399865 

LIB3431-028-P1-K1-D5 

BLASTN 

g3885891 

119 

2.0e-60 

156 

100 

Oryza sativa photosystem-1 F subunit precursor 
mRNA, complete cds 



(PSI-F) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

.NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399866 

LIB3431-028-P1-K1-D6 

BLASTX 

g2501189 

164 

7.0e-12 

33 
91 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

399867 

LIB3431-028-P1-K1-D7 

BLASTX 

g3341692 

324 

6.0e-30 

141 

54 

(AC003672) unknown protein [Arabidopsis thaliana] 



399868 

LIB3431-028-P1-K1-D8 

BLASTX 

g2570511 

660 

9.0e-72 

138 

97 

(AF022738) chlorophyll 



a-b binding protein [Oryza sativa] 



399869 

LIB3431-028-P1-K1-D9 

BLASTX 

gl076800 

561 

1.0e-57 

121 

85 

L-ascorbate peroxidase (EC 1.11.1.11), cytosolic isozyme - 
maize >gi_600116_emb_CAA84406_ (Z34 934) cytosolic ascorbate 
peroxidase [Zea mays] >gi_1096503_prf 2111423A ascorbate 



51164 



peroxidase [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399870 

LIB3431-028-P1-K1-E1 

BLASTX 

gl32105 

699 

6.0e-74 

149 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi__218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


399871 




Seq. ID 


LIB3431-028-P1-K1-E2 




Method 


BLASTX 




NCBI GI 


g2633727 




BLAST score 


148 




E value 


2.0e-09 




Match length 


137 




% identity 


28 




NCBI Description 


(Z99111) ykrT [Bacillus subtilis] 


Seq. No. 


399872 




Seq. ID 


LIB3431-028-P1-K1-E3 




Method 


BLASTX 




NCBI GI 


g2570497 




BLAST score 


565 




E value 


3.0e-58 




Match length 


123 




% identity 


93 




NCBI Description 


(AF022731) H protein 


subunit of g 




[Oryza sativa] 




Seq. No. 


399873 




Seq. ID 


LIB3431-028-P1-K1-E4 




Method 


BLASTX 




NCBI GI 


gl661160 




BLAST score 


382 




E value 


8.0e-37 




Match length 


89 




% identity 


80 




NCBI Description 


(U74295) chlorophyll 


a/b binding 


Seq. No. 


399874 




Seq. ID 


LIB3431-028-P1-K1-E5 




Method 


BLASTX 




NCBI GI 


g836954 




BLAST score 


452 




E value 


6.0e-45 





51165 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



154 
60 

(U20948) 



receptor protein kinase [Ipomoea trifida] 



399875 

LIB3431-028-P1-K1-E6 

BLASTN 

g3789953 

55 

5.0e-22 

77 

92 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) inRNA, nuclear gene encoding chloroplast protein, 
complete cds 

399876 

LIB3431-028-P1-K1-E7 

BLASTX 

g3560529 

336 

2.0e-31 

87 

75 

(AF039598) light harvesting chlorophyll A/B binding protein 
[Prunus persica] 

399877 

LIB3431-028-P1-K1-E8 

BLASTX 

g2407281 

349 

7.0e-33 

65 
100 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

399878 

LIB3431-028-P1-K1-E9 

BLASTX 

g3329386 

334 

4.0e-31 

138 
47 

(AF038958) synaptic glycoprotein SC2 spliced variant [Homo 
sapiens] 

399879 

LIB3431-028-P1-K1-F10 

BLASTX 

g2570511 

644 

3.0e-67 

136 

95 



51166 



0 



NCBI Description (AF022738) chlorophyll a-b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399880 

LIB3431-028-P1-K1-F11 

BLASTX 

g671740 

547 

4.0e-56 

101 

98 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399881 

LIB3431-028-P1-K1-F2 

BLASTX 

gl32672 

459 

8.0e-46 

97 

95 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L14 >gi_71224_pir R5RZ14 

ribosomal protein L14 - rice chloroplast 
>gi_12023_emb_CAA33932_ (X15901) ribosomal protein L14 

[Oryza sativa] >gi_226644_prf 1 60335 6BU ribosomal protein 

L14 [Oryza sativa] 



Seq. No. 


399882 


Seq. ID 


LIB3431-028-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g5442410 


BLAST score 


243 


E value 


2.0e-20 


Match length 


108 


% identity 


48 


NCBI Description 


(AF159254) ascorbate peroxidase [Zantedeschia aethiopica] 


Seq. No. 


399883 


Seq. ID 


LIB3431-028-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g548603 


BLAST score 


158 


E value 


1.0e-10 


Match length 


34 


% identity 


91 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 



(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399884 

LIB3431-028-P1-K1-F6 

BLASTX 

g2673920 

248 

5.0e-21 
81 



51167 



% identity 

NCBI Description 



59 

(AC002561) similar to Drosophila couch potato protein 
[Arabidopsis thaliana] 



Seq. No. 


399885 


Seq. ID 


LIB3431-028-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3033382 


BLAST score 


OCT 

257 


E value 


4 . Oe-22 


Match length 


101 


% identity 


49 


NCBI Description 


(ACOU42oo) unknown prot< 


Seq. No. 


399886 


Seq. ID 


LIB3431-028-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g6006894 


BLAST score 


404 


E value 


2.0e-39 


Match length 


113 


% identity 


75 


NCBI Description 


(AC008153) unknown prot< 


Seq. No. 


399887 


Seq. ID 


LIB3431-028-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl68523 


BLAST score 


274 


E value 


3.0e-24 


Match length 


113 


% identity 


55 


NCBI Description 


(M31483) glyceraldehyde- 




[Zea mays] 


Seq. No. 


399888 


Seq. ID 


LIB3431-028-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


7.0e-20 


Match length 


44 


% identity 


100 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399889 

LIB3431-028-P1-K1-G2 

BLASTX 

g2293480 

413 

1.0e-40 

86 
93 

(AF011331) glycine-rich protein [Oryza sativa] 



51168 



Seq* No. 


399890 


Seq. ID 




Method 


BLAST X 


NCBI GI 


f— A A A ^ A A 

g5902394 


BLAST score 


155 


E value 


3.0e-10 


Match length 


37 


% identity 


86 


NCBI Description 


(AC008148) Putative phosphoglucomutase [Arabidopsis 




thaliana] 


Seq. No. 


399891 


Seq. ID 


LIB34 Jl-U^o-FI-Ki-b4 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


645 


E value 


1 . Oe-67 


Match length 


121 


% identity 


100 


NCBI Description 


(ArUoiiD//) cn±oropny±_i_ a/D Dinaing protein [uryza sdu-ivdj 


Seq. No. 


~S f\ f\ fi *™l 

399892 


Seq. ID 


LIB3431-028-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3668091 


BLAST score 


519 


E value 


8.0e-53 


Match length 


149 


% identity 


14 


NCBI Description 


(AC004667) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


399893 


Seq. ID 


LIB3431-028-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2780746 


BLAST score 


717 


E value 


5.0e-76 


Match length 


138 


% identity 


100 


NCBI Description 


(AB005290) plastid RNA polymerase sigma factor [Oryza 




sativa] 


Seq. No. 


399894 


Seq. ID 


LIB3431-028-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g710308 


BLAST score 


699 


E value 


6.0e-74 


Match length 


153 


% identity 


88 


NCBI Description 


(U11693) victorin binding protein [Avena sativa] 


Seq. No. 


399895 


Seq. ID 


LIB3431-028-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g4510406 


BLAST score 


174 



51169 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-12 

104 

48 

(AC006587) putative protein kinase [Arabidopsis thaliana] 
399896 

LIB3431-028-P1-K1-H1 

BLASTX 

g586038 

537 

6.0e-55 

148 

72 

SIGNAL RECOGNITION PARTICLE 54 KD PROTEIN, CHLOROPLAST 
PRECURSOR (SRP54) (54 CHLOROPLAST PROTEIN) (54CP) (FFC) 

>gi_480296_pir S36637 signal recognition particle 54CP 

protein precursor - Arabidopsis thaliana 
>gi_396701_emb_CAA79981.1_ (Z21970) 54CP [Arabidopsis 
thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



399897 

LIB3431-028-P1-K1-H10 

BLASTX 

gl32105 

609 

2.0e-63 

131 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375j?rf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399898 

LIB3431-028-P1-K1-H11 

BLASTX 

gl!70606 

314 

8.0e-29 

81 

77 

ADENYLATE KINASE, CHLOROPLAST (ATP -AMP TRANS PROS PHORYLASE) 

>gi_629863_pir S45634 adenylate kinase (EC 2.7.4.3), 

chloroplast - maize >gi_3114421_pdb_lZAK_A Chain A, 
Adenylate Kinase From Maize In Complex With The Inhibitor 
PI , P5-Bis ( Adenosine-5 1 - ) pentaphosphate ( Ap5a ) 
>gi_3114422_pdb_lZAK_B Chain B, Adenylate Kinase From Maize 
In Complex With The Inhibitor 
PI, P5-Bis (Adenosine-5 1 -) pentaphosphate (Ap5a) 

399899 

LIB3431-028-P1-K1-H12 



51170 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTN 
g20262 
186 

1.0e-100 

333 
90 

O.sativa light-induced mRNA 
399900 

LIB3431-028-P1-K1-H2 

BLASTX 

g2499614 

720 

2.0e-76 

146 

90 

MITOGEN- ACTIVATED PROTEIN KINASE HOMOLOG NTF3 (P43) 

>gi_481830_pir S39559 mitogen-activated protein kinase 3 

homolog ntf3 - common tobacco >gi__406751_emb_CAA4 9592_ 
(X69971) NTF3 [Nicotiana tabacum] 

399901 

LIB3431-028-P1-K1-H3 

BLASTX 

g4079798 

565 

3.0e-58 

109 

100 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 

399902 

LIB3431-028-P1-K1-H4 

BLASTX 

gl351270 

542 

1.0e-55 

113 

93 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_478410_pir JQ2255 triose-phosphate isomerase (EC 

5.3.1.1) - rice >gi_169821 (M87064) triosephosphate 
isomerase [Oryza sativa] 

399903 

LIB3431-028-P1-K1-H5 

BLASTX 

g871931 

452 

6.0e-45 

117 

79 

(D30763) ferredoxin [Oryza sativa] 
399904 

LIB3431-028-P1-K1-H6 



51171 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



BLASTX 

g417260 

323 

5.0e-30 

106 

64 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 


399905 


Seq. ID 


LIB3431-028-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl498315 


BLAST score 


364 


E value 


1.0e-34 


Match length 


135 


% identity 


54 


NCBI Description 


(U56419) IAP100 [Pisum sativum] 


Seq. No. 


399906 


Seq. ID 


LIB3431-028-P1-K1-H8 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


47 


% identity 


66 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399907 

LIB3431-028-P1-K1-H9 

BLASTX 

g4079798 

416 

7.0e-41 

111 

74 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399908 

LIB3431-028-P1-N1-A1 

BLASTX 

g2887286 

273 

3.0e-24 

61 

82 

(Z99530) H protein [Flaveria anomala] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399909 

LIB3431-028-P1-N1-A10 

BLASTN 

g6041757 

410 

0.0e+00 



51172 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

418 
100 

Genomic Sequence For Oryza sativa Clone 10P20, Lemont 
Strain, Complete Sequence, complete sequence 

399910 

LIB3431-028-P1-N1-A11 

BLASTX 

g2462750 

173 

2.0e-12 

51 

67 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

399911 

LIB3431-028-P1-N1-A12 

BLASTX 

g3643602 

246 

7.0e-21 

78 

58 

(AC005395) putative tonoplast intrinsic protein 
[Arabidopsis thaliana] 

399912 

LIB3431-028-P1-N1-A4 

BLASTX 

g3808101 

344 

2.0e-32 

79 

90 

(AJ012165) chloroplast protease [Capsicum annuum] 



Seq. No. 399913 

Seq. ID LIB3431-028-P1-N1-A6 

Method BLASTX 

NCBI GI gl835731 

BLAST score 286 

E value 1.0e-25 

Match length 65 

% identity 85 

NCBI Description (U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 

Seq. No. 399914 

Seq. ID LIB3431-028-P1-N1-B1 

Method BLASTX 

NCBI GI g3345477 

BLAST score 277 

E value 1.0e-24 

Match length 52 

% identity 100 

NCBI Description (AB016283) carbonic anhydrase [Oryza sativa] 



51173 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399915 

LIB3431-028-P1-N1-B12 

BLASTX 

g289920 

298 

5.0e-27 

58 

98 

(L07119) chlorophyll A/B binding protein 
hirsutum] 



[Gossypium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399916 

LIB3431-028-P1-N1-B2 

BLASTX 

g6002102 

213 

3.0e-17 

47 

83 

(AJ249833) Acyl-CoA binding protein (ACBP) [Digitalis 
lanata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399917 

LIB3431-028-P1-N1-B3 

BLASTN 

g20262 

343 

0.0e+00 

363 

99 

O.sativa light-induced mRNA 
399918 

LIB3431-028-P1-N1-B4 

BLASTX 

gl31176 

275 

2.0e-24 

57 

93 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 
(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399919 

LIB3431-028-P1-N1-C10 

BLASTX 

gll36416 

144 

7.0e-09 

51 

57 

(D80000) similar to mitosis-specific chromosome segregation 



51174 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein SMC1 of S . cerevisiae . [Homo sapiens] 
399920 

LIB3431-028-P1-N1-C12 

BLASTX 

gl34034 

238 

5.0e-20 

70 

64 

30S RIBOSOMAL PROTEIN S30, CHLOROPLAST PRECURSOR (CS-S5) 
(CS5) (S22) (RIBOSOMAL PROTEIN 1) (PSRP-1) 

>gi_279640_pir R3SPS5 ribosomal protein CS-S22 precursor, 

chloroplast - spinach >gi_12316_emb_CAA41960__ (X59270) 
chloroplast ribosomal protein S22 [Spinacia oleracea] 
>gi_18031_emb_CAA33403_ (X15344) spinach S22 r-protein 
[Spinacia oleracea] 



Seq. No. 


399921 


Seq. ID 


LIB3431-028-P1-N1-C4 


Method 


BLASTX 


NCBI GI 


g693920 


BLAST score 


327 


E value 


2.0e-30 


Match length 


64 


% identity 


98 


NCBI Description 


/ rTO "1 1 1 V IT ITT /II 1 1" l ■ r j~< -I 

(U21113) chlorophyll a/b binding protein [Solanum 




tuberosum] 


Seq. No. 


399922 


Seq. ID 


LIB3431-028-P1-N1-C5 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


330 


E value 


1.0e-30 


Match length 


74 


% identity 


86 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 


Seq. No. 


399923 


Seq. ID 


LIB3431-028-P1-N1-C7 


Method 


BLASTX 


NCBI GI 


gl32166 


BLAST score 


160 


E value 


6.0e-ll 


Match length 


31 


% identity 


87 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE, 




CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 




>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 




activase precursor - Arabidopsis thaliana 




>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 - 




473) [Arabidopsis thaliana] 


Seq. No. 


399924 


Seq. ID 


LIB3431-028-P1-N1-C8 


Method 


BLASTX 



51175 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



g548770 
321 

9.0e-30 

63 

100 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S3835 9 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

399925 

LIB3431-028-P1-N1-D10 

BLASTN 

g433216 

55 

4.0e-22 

138 

85 

Rice mRNA for ascorbate peroxidase (gene name SS622), 
partial cds 

399926 

LIB3431-028-P1-N1-D11 

BLASTN 

g5441876 

357 

0.0e+00 

439 

97 

Oryza sativa genomic DNA, chromosome 2, clone: P0437H03 
(contig b) 

399927 

LIB3431-028-P1-N1-D12 

BLASTX 

g!15813 

238 

5.0e-20 

54 

85 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

399928 

LIB3431-028-P1-N1-D2 

BLASTX 

g2072555 

224 

3.0e-18 

44 

95 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399929 

LIB3431-028-P1-N1-D5 



51176 



€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3885892 

261 

1.0e-22 

53 

98 

(AF093634) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



photosystem-1 F subunit precursor [Oryza sativa] 



399930 

LIB3431-028-P1-N1-D6 

BLASTX 

g2501190 

198 

3.0e-15 

57 
74 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 

399931 

LIB3431-028-P1-N1-D8 

BLASTX 

gll5793 

396 

2.0e-38 

78 

95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE III PRECURSOR 

(CAB) >gi_72749_pir CDBH3 chlorophyll a/b-binding protein 

type III precursor - barley >giJL9023_emb_CAA44881_ 
(X63197) type III LHCII CAB precursor protein [Hordeum 
vulgare] 

399932 

LIB3431-028-P1-N1-D9 

BLASTN 

g433216 

165 

9.0e-88 

171 

99 

Rice mRNA for ascorbate peroxidase (gene name SS622) , 
partial cds 

399933 

LIB3431-028-P1-N1-E1 

BLASTX 

gl32105 

301 

2.0e-27 

57 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



51177 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399934 

LIB3431-028-P1-N1-E3 

BLASTX 

g2499417 

323 

5.0e-30 

74 

82 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 

>giJL085826jpir S49248 H-protein - Flaveria anomala 

>gi_547558_emb_CAA85761_ (Z37524) H-protein [Flaveria 
anomala] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399935 

LIB3431-028-P1-N1-E4 

BLASTX 

g289920 

315 

5.0e-29 

64 

95 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

399936 

LIB3431-028-P1-N1-E5 

BLASTX 

g2129703 

189 

3.0e-14 

87 

49 

receptor kinase - Arabidopsis thaliana 

>gi_2129704_pir S71184 receptor kinase - Arabidopsis 

thaliana >gi_166692 (M80238) receptor kinase [Arabidopsis 

thaliana] >gi_445123_prf 1908429A receptor kinase 

[Arabidopsis thaliana] 

399937 

LIB3431-028-P1-N1-E6 

BLASTX 

g3789954 

357 

7.0e-34 

66 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 



399938 



51178 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



LIB3431-028-P1-N1-E7 

BLAST N 

g3126853 

171 

3.0e-91 

209 
100 

Oryza sativa chlorophyll a/b binding protein (RCABP89) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399939 

LIB3431-028-P1-N1-E8 

BLASTN 

g218209 

149 

4.0e-78 

313 

97 

Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, 
pOSSS2106 



clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



399940 

LIB3431-028-P1-N1-F10 

BLASTX 

gll5794 

611 

2.0e-63 

127 

91 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

399941 

LIB3431-028-P1-N1-F11 

BLASTX 

gl32105 

406 

1.0e-39 

76 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399942 

LIB3431-028-P1-N1-F3 



51179 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5442410 

182 

2.0e-13 

78 

50 

(AF159254) 



ascorbate peroxidase [Zantedeschia aethiopica] 



399943 

LIB3431-028-P1-N1-F5 

BLASTX 

g548603 

158 

1.0e-10 

34 
91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi__478404j?ir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 





Seq. No. 


399944 




Seq. ID 


LIB3431-028-P1-N1-F8 




Method 


BLASTX 




NCBI GI 


g3033382 




BLAST score 


359 




E value 


3.0e-34 




Match length 


76 


5": 


% identity 


86 




NCBI Description 


(AC004238) unknown prot< 




Seq. No. 


399945 




Seq. ID 


LIB3431-028-P1-N1-F9 




Method 


BLASTX 




NCBI GI 


gl076724 




BLAST score 


374 




E value 


7.0e-36 




Match length 


72 




% identity 


94 




NCBI Description 


LHCI-680, photosystem I 



>gi_666054_emb_CAA59049_ (X84308) 
antenna protein [Hordeum vulgare] 



:otein - barley 
LHCI-680, photosystem I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



399946 

LIB3431-028-P1-N1-G10 

BLASTX 

gl20661 

180 

4.0e-13 

38 

87 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

399947 

LIB3431-028-P1-N1-G12 



51180 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2072555 

231 

5.0e-19 

44 
98 

(AF001396) 



metallothionein-like protein [Oryza sativa] 



>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399948 

LIB3431-028-P1-N1-G2 

BLASTN 

g2331130 

247 

1.0e-136 

275 
97 

Oryza sativa glycine-rich protein 
cds 



(0SGRP1) mRNA, complete 



Seq. No. 399949 

Seq. ID LIB3431-028-P1-N1-G3 

Method BLASTX 

NCBI GI g534982 

BLAST score 340 

E value 6.0e-32 

Match length 100 

% identity 68 

NCBI Description (X75898) phosphoglucomutase [Spinacia oleracea] 

Seq. No. 399950 

Seq. ID LIB3431-028-P1-N1-G4 

Method BLASTX 

NCBI GI g3126854 

BLAST score 370 

E value 2.0e-35 

Match length 70 

% identity 100 

NCBI Description (AF0 61577) chlorophyll a/b binding protein [Oryza sativa] 

Seq. No. 399951 

Seq. ID LIB3431-028-P1-N1-G5 

Method BLASTN 

NCBI GI g4680488 

BLAST score 45 

E value 5.0e-16 

Match length 114 

% identity 84 

NCBI Description Oryza sativa BAC clone 1.H19, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399952 

LIB3431-028-P1-N1-G6 

BLASTX 

g2780746 

279 

8.0e-25 



51181 



o 

Match length 56 
% identity 96 
NCBI Description (AB005290) plastid 
sativa] 




RNA polymerase sigma factor [Oryza 



Seq. No. 


399953 


Seq. ID 


LIB34 31-02 8-P1-N1-G8 


Method 


BLASTX - / 


NCBI GI 


g / 10 


BLAST score 


318 


E value 


2 . Oe-29 


Match length 


58 


% identity 


31 


NCBI Description 


(U11693) victorin binding protein [Avena sativa] 


Seq. No. 


399954 


Seq. ID 


LIB3431-028-P1-N1-H10 


Method 


BLASTX 


NCBI GI 


g67l740 


BLAST score 


508 


E value 


2.0e-5l 


Match length 


91 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 


Seq. No. 


399955 


Seq. ID 


LIB3431-028-P1-N1-H11 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


256 


E value 


5.0e-22 


Match length 


55 


% identity 


89 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 


Seq. No. 


399956 


Seq. ID 


LIB3431-028-P1-N1-H12 


Method 


BLASTN 


NCBI GI 


g3063523 


BLAST score 


72 


E value 


2.0e-32 


Match length 


88 


% identity 


95 


NCBI Description 


Oryza sativa ribulose 1, 5-bisphosphate carboxylase sm; 




subunit mRNA, complete cds 


Seq. No. 


399957 


Seq. ID 


LIB3431-028-P1-N1-H2 


Method 


BLASTX 


NCBI GI 


g4914323 


BLAST score 


206 


E value 


4.0e-16 


Match length 


44 


% identity 


77 


NCBI Description 


(AC005489) F14N23.9 [Arabidopsis thaliana] 



51182 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399958 

LIB3431-028-P1-N1-H3 

BLASTX 

g4079798 

183 

1.0e-13 
34 
100 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399959 

LIB3431-028-P1-N1-H4 
BLASTX 
gl351270 
149 

1.0e-09 

30 
100 

TRIOSEPHOSPHATE 
>gi_478410_pir__ 
5.3.1.1) - rice >gi_169821 
isomerase [Oryza sativa] 



I SOME RASE, CYTOSOLIC (TIM) 
JQ2255 triose-phosphate isomerase (EC 
(M87064) triosephosphate 



Seq. No. 


399960 


Seq. ID 


LIB3431-028-P1-N1-H5 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


199 


E value 


2.0e-15 


Match length 


65 


% identity 


66 


NCBI Description 


(D30763) ferredoxin [Ory; 


Seq. No. 


399961 


Seq. ID 


LIB3431-028-P1-N1-H6 


Method 


BLASTX 


NCBI GI 


g417260 


BLAST score 


247 


E value 


5.0e-21 


Match length 


65 


% identity 


71 


NCBI Description 


LIGHT REGULATED PROTEIN ] 




lirl protein - rice >gi_J 



_202 63_emb_CAA487 06_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399962 

LIB3431-028-P1-N1-H9 

BLASTX 

g4079798 

268 

2.0e-23 

52 

98 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



51183 



O 





beq. JNO. 








t tr^4"^i _n9Q— pi — "Pfi — zn 




Method 


BLASTN 




NCBI GI 


g2570516 




BLiAbl score 






E value 


O Ar-v OA 




Matcn lengtn 


1^0 




% identity 


O / 




NCBI Description 


Oryza sativa thioredoxin F isoform mRNA, complete cds 




beg. no. 






Cart T n 

beq. ±u 


T TR^il^l _nOQ-Dl — "Cfl —sin 
LJ.DJ4 jl - UZy-rl-J\l-HlU 




Method 


BLASTX 




NCBI GI 


g2982362 




BLAbi score 


AAA 

4 4 4 




E value 


4 . ue-4 4 




Matcn lengun 


yi 




% identity 


o y 




NCBI Description 


(AF053311) glutathione peroxidase [Zantedeschia aethiopica 


Si 


beg, JNO. 


o aaace 

jyy y do 




Seq. ID 


LIBo4ol-Uz y-Fl-Kl-All 




Method 


BLASTN 




NCBI GI 


g473980 




BLAST score 


74 




E value 


1 . Oe-33 




Match length 


115 




% identity 


A A 

yo 




NCBI Description 


Rice mRNA, partial homologous to glycine-rich protein gene 


D 


Seq. No. 


•o a a a /■* ✓* 




beq. lu 


T TDO ^ 01 AAA "Til "C^l 7\ C 

LIBo4oI-U^y-PI-KX-Ao 




Method 


BLASTX 






—O c; A i 1 Q Q 

gzouiicsy 




jDjaAbi score 






E value 


6.0e-37 




Match length 


111 




% identity 


r a 




NCBI Description 


THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 






>gi 2130146 pir S61419 thiamine biosynthetic enzyme thil-r 






- maize >gi oybu/o (ul/obO) thiamine biosynthetic enzyme 






[Zea mays] 




Seq. No. 


jyy yb / 




beq. id 


LIBJ4 oi-U^y— Pl-Kl -Ao 




Method 


BLASTX 




NCBI GI 


g3075488 




BLAST score 


A *7 A 

270 




E value 


2 . Oe-47 




Match length 


117 




% identity 


82 




NCBI Description 


(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 




Seq. No. 


399968 




Seq. ID 


LIB3431-029-P1-K1-B1 




Method 


BLASTX 



51184 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3292814 
540 

3.0e-55 

144 

72 

(AL031018) putative protein [Arabidopsis thaliana] 
399969 

LIB3431-029-P1-K1-B11 

BLASTX 

g2662343 

639 

7.0e-67 

124 

100 

(D63581) EF-1 alpha [Oryza sativa] 
399970 

LIB3431-029-P1-K1-B12 

BLASTX 

g5734634 

286 

2.0e-25 

83 

60 

(AP000391) Similar to putative lipase (AC006232) [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399971 

LIB3431-029-P1-K1-B3 

BLASTX 

g!084455 

527 

9.0e-54 

115 

88 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 

399972 

LIB3431-029-P1-K1-B4 

BLASTX 

gl32105 

566 

2.0e-58 

131 

82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



51185 



beq. NO. 


y y / o 


oeq. ±u 






PLASTY 


NCBI GI 


g3747044 


BLAST score 


157 


E value 


z . ue iu 


Match length 




-5 laentity 


d y 


NCBI Description 


\ncU!?jjj / j Diue copper pxot-^xri l&kzcl nidybj 


Seq. No. 


jyyy / 4 


Q orr Tfi 






PT 21QTV 


TvJPRT f^T 

IMV^OX ox 




BLAST score 


457 


E value 


8.0e-4 6 


Match length 


86 


% identity 


99 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN M9 PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CAB-M9) (LHCP) >gi_1008 66_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 

399975 

LIB3431-029-P1-K1-C2 

BLASTX 

g3288821 

473 

2.0e-47 

115 

78 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

399976 

LIB3431-029-P1-K1-C7 

BLASTX 

gl001253 

222 

5.0e-18 

130 

39 

(D64003) hypothetical protein [Synechocystis sp.] 
399977 

LIB3431-029-P1-K1-C8 

BLASTX 

g2407281 

682 

6.0e-72 

129 

98 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



51186 



o 





o y zf _? / o 


oeq. ±u 


T TP^-l^l — D9Q-P1 — K"1 — PQ 

JjXiSOfiOX U__-7 tl _\_L 


Method 


BLASTX 


NCBI GI 


g2708741 


_3__i_-lo 1 SCOre 


O _?__ 


E value 


d • ue oo 


Marcn lengiii 


1 99 


^ J_vJ.cil.H- -L L- _y 


61 


NCBI Description 


^TAPfin^Q^O^ Vi t rr> r\ -t- "h __i +■ i nal rirAf oi n f Zi Vs "i H <5 *f~ r~i a. 1 "I^Pt^l 
^ /iUUU J jj_. ) liy UU L-Xlfc; LJ-Od-L piULclil [rllaJJXUUpQXD Liia±±aiia j 


oeq • ino • 


J _7 _7 _7 / _7 




T.TR^4^1 -099-P1 -K1-D10 


Method 


BLASTX 


NCBI GI 


g5923674 


__>i__-ioi score 




E value 


7 Ho— 47 

/ . ue f* / 


Match length 


±_50 


U _LU.CllL.__ cy 


OJ 


NCBI Description 


\nLUUl7J-.OJ UHJCnOWn proi-em [iiiaJjlUUpalo LllciXXc_--aj 


oeq • ino . 


-_>_7 0 U 


beq. iu 


TTR^zl^l — H9Q — Pi — P<f1 — Hi 9 
JjXDjfiOX U___? -TJ. _\__ JJ±__ 


Method 


BLASTN 


NCBI GI 


g6063530 


dLAoi score 




E value 


i . ue— 1 / 4 


Match length 


3Z1 


% identity 




NCBI Description 


Oryza sativa genomic DNA, chroinosonie 3, clone : P0043E01 


oeq. no. 




Seq. ID 


Jbloo4 Jl — U__y — rl — _\1 — DZ 






NCBI GI 


g464986 


BIiAST score 


491 


E value 


2.0e-49 


Match length 


95 


% identity 


92 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 (UBIQUITIN-PROTEIN 



LI GAS E 9) (UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB367 65.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399982 

LIB3431-029-P1-K1-D3 

BLASTX 

g482311 

707 

8.0e-75 



51187 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

142 
97 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

399983 

LIB3431-029-P1-K1-D8 

BLASTX 

gl32105 

565 

3.0e-58 

124 
85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



399984 

LIB3431-029-P1-K1-E10 

BLASTX 

gl32105 

609 

2.0e-63 

131 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1 , 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399985 

LIB3431-029-P1-K1-E11 

BLASTX 

gl617206 

190 

6.0e-23 

74 

76 

(Z72489) CP12 [Pisum sativum] 
399986 

LIB3431-029-P1-K1-E12 

BLASTX 

g2407281 

497 



51188 



E value 
Match length 
% identity 
NCBI Description 



O 



2.0e-50 

98 

98 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



beq. JNO . 


jyyyo / 


beq. lu 


hln — UZ y _ r± — — h> J 


Method 


DT 71 CTV 




gozozzu4 


BLAST score 


zoo 


E value 


y . ue-z b 


lxia ucn xenyT_n 


/ 0 


% identity 


77 


NCBI Description 


(AL080252) putative protein [Arab: 


beq. wo. 


jyyyoo 


Seq. ID 


T TOO /I "31 OOO TtT t^T T-i O 

LIBo4ol-Uzy-Pl-Kl-Eo 


rie LuOQ 


rsLiAb 1A 


NCBI GI 


„r\ £f\ A O O O 

gzoz4 Jzb 


BLAST score 


^ o o 

489 


E value 


z . ue-4 y 


Match length 


±10 




P. ft 

o o 


NCBI Description 


(AJ002894) 0sGRP2 [Oryza sativa] 


Seq. No. 


399989 


Seq. ID 


LIB3431-029-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2501190 


BLAST score 


606 


E value 


5.0e-63 


Match length 


142 


% identity 


85 


NCBI Description 


THIAMINE BIOSYNTHETIC ENZYME 1-2 \ 



PRECURSOR 

>gi 2130147 pir S6142Q thiamine biosynthetic enzyme thil-2 
- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 





[Zea mays] 


Seq. No. 


399990 


Seq. ID 


LIB3431-029- 


Method 


BLASTX 


NCBI GI 


g2306981 


BLAST score 


277 


E value 


1.0e-24 


Match length 


54 


% identity 


89 


NCBI Description 


(AF010321) ] 


Seq. No. 


399991 


Seq. ID 


LIB3431-029- 


Method 


BLASTX 


NCBI GI 


g4567279 


BLAST score 


412 


E value 


3,0e-40 


Match length 


138 


% identity 


60 



photosystem I antenna protein [Oryza sativa] 



51189 



0 



NCBI Description 



(AC006841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 


399992 


Seq. ID 


LIB3431-029-P1-K1-F12 


Method 


DT 7VOrpv 

rSlifio 1 A 


NCBI bl 


goUoo44 / 


BLAST score 


z44 


E value 


z . U6 j j 


Matzcn lengtn 


loo 


identity 


z4 


jnudi uescripuion 


InLuu ozfo i ; rzzuij.y [Araoiaopsis 


Seq. No. 


399993 


Seq. ID 


LIB3431-029-P1-K1-F2 


Method 




NLtSl Lrl 


r*1 £1 71 Q7 

gioi / iy / 


BLAST score 


oU4 


E value 


i . ue z i 


Match length 


! o 


% identity 


i D 


NCBI Description 


[iifz*ioo) Lrii [JNicotziana uaoacumj 


beq. Jno. 


oy yy y 4 


Seq. ID 


LIB3431-029-P1-K1-F3 


Method 


BLASTN 


NCBI GI 


gz4U /ZDO 


BLAST score 


102 


E value 


3 . 0e-50 


Match length 


ICQ 

loo 


% identity 


91 


NCBI Description 


Oryza sativa low molecular early 




mRNA, complete cds 


oeg. iNO. 


-3QQQQC 
O .7 .7 .7 J J 


Seq. ID 


LIB3431-029-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g729478 


BLAST score 


230 


E value 


5.0e-19 


Match length 


120 


% identity 


42 


NCBI Description 


FERREDOXIN — NADP REDUCTASE, LEAF 



[SOZYME PRECURSOR (FNR) 
>gi_4424 81_dbj_BAA04616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_606964 9_dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647 (E1557 ) , C72400 (E1557) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17 7 90) [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



399996 

LIB3431-029-P1-K1-F5 

BLASTX 

g3789954 

654 

1.0e-68 

121 
100 



51190 



o 



NCBI Description 



(AF094776) chlorophyll a/b-binciing protein precursor [Oryza 
sativa] 



Seq. No. 


399997 


Seq. ID 


LIB3431-029-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g257Q511 


BLAST score 


514 


E value 


z . ue-oz 


Match length 


98 


% identity 


99 


NCBI Description 


{£\£K)zz. ! jo j cnioropnyiJ. 


o e q • IN 0 • 


•5QQQQQ 


Seq. ID 


LIB3431-029-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl31176 


BLAST score 


322 


E value 


9.0e-30 


Match length 


62 


% identity 


98 


NCBI Description 


PHOTOSYSTEM I REACTION 



a-b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 

399999 

LIB3431-029-P1-K1-F9 

BLASTX 

g3850621 

450 

9.0e-45 

127 

69 

(Y15382) putative RNA binding protein [Arabidopsis 
thai i ana] 

400000 

LIB3431-029-P1-K1-G10 

BLASTX 

g3075488 

713 

1.0e-75 

143 

97 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
400001 

LIB3431-029-P1-K1-G11 

BLASTX 

g4406764 

293 

3.0e-26 
80 



51191 



% identity 

NCBI Description 



64 

(AC006836) 
thaliana] 



putative uridylyl transferase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400002 

LIB3431-029-P1-K1-G12 

BLASTN 

g20262 

166 

3.0e-88 

274 

91 

O.sativa light-induced mRNA 
400003 

LIB3431-029-P1-K1-G2 

BLASTX 

g!15787 

545 

7.0e-56 

104 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 


400004 


Seq. ID 


LIB3431-029-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2982243 


BLAST score 


405 


E value 


2.0e-39 


Match length 


137 


% identity 


58 


NCBI Description 


(AF051204) hypothetical 


Seq. No. 


400005 


Seq. ID 


LIB3431-029-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g548604 


BLAST score 


158 


E value 


1.0e-10 


Match length 


59 


% identity 


59 


NCBI Description 


PHOTOSYSTEM I REACTION ' 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_1076728_pir S51813 photosystem-I PSI-F chain precursor 

- barley >gi_469560 (U08135) photosystem-I PSI-F subunit 
precursor [Hordeum vulgare] 

400006 

LIB3431-029-P1-K1-G8 

BLASTX 

gl835731 

391 



51192 



E value 
Match length 
% identity 
NCBI Description 



8.0e-38 

86 

86 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400007 

LIB3431-029-P1-K1-G9 

BLASTX 

g3618310 

461 

5.0e-46 

123 
72 

(AB001883) zinc finger protein [Oryza sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400008 

LIB3431-029-P1-K1-H1 

BLASTX 

g3980400 

253 

1.0e-21 

134 

42 

(AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400009 

LIB3431-029-P1-K1-H10 

BLASTN 

g3885887 

265 

1.0e-147 

265 

100 

Oryza sativa high mobility group protein 
complete cds 



(HMG) mRNA, 



Seq. No. 


400010 


Seq. ID 


LIB3431-029' 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


581 


E value 


3.0e-60 


Match length 


109 


% identity 


100 


NCBI Description 


(AF061577) . 


Seq. No. 


400011 


Seq. ID 


LIB3431-029 


Method 


BLASTX 


NCBI GI 


g2191138 


BLAST score 


249 


E value 


3.0e-21 


Match length 


76 


% identity 


68 


NCBI Description 


(AF007269) ; 




thaliana] 



029-P1-K1-H11 



chlorophyll a/b binding protein [Oryza sativa] 



-P1-K1-H2 



A_IG002N01. 18 gene product [Arabidopsis 



51193 



o 



beq. wo. 


4UUU1Z 


beq. id 




Jxietinoa 


T3T TV nrpv 


NCBI bl 


glozlUo 


T TV C m 

bLiAbi score 


0 4 0 


E value 


o . ue-oo 


Matcn length 


too 

Izz 


% identity 


Q /I 
04 


nldi Description 


KlbULiUbilj blbrnUbrriiil H CAKoUAxliAbJlj bJXIALij UniilN O rKtiLUKoUK 




^KUblbUU biYlAliL bUrSUJNll Uj ^gi boUy4 pir KixKiibr 




ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 




precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 




(D00643) small subunit of ribulose-1, 5-bisphosphate 




carboxylase (RuBPC) LO^yza sativaj >gi z4U/zoo (AFUi/Jb4) 




ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 




sativaj >gi_zzDo /o_prr lbObzooA ribulose bispnospnate 




carboxylase S [Oryza sativa] 


Seq. No. 


a a a a i o 

4Uuul>3 


beq. id 


LlbJ4ol - Uz y-rl-J\l— no 


Method 


BLASTN 


NCBI GI 


gl68500 


BLAST score 


62 


E value 


3 . Oe-26 


Match length 


118 


% identity 


88 


NCBI Description 


Maize (Zea mays) histone H4 gene (H4C14), complete cds 


Seq. No. 


a a a A "1 A 

400014 


Seq. ID 


LIBo4ol-02y-Pl-Kl-H7 


Method 


BLASTX 


NCBI GI 


g5926740 


BLAST score 


A C C 


E value 


2 . Oe-45 


Match length 


89 


% identity 


AO 

98 


NCBI Description 


(AB025310) asparagmyl endopeptidase [Oryza sativa] 


Seq. No. 


A A A A 1 C 

400015 


beq. ID 


LIBo4ol-0zy-Pl-Nl-A10 


Method 


BLASTX 


NCBI GI 


g2982362 


BLAST score 


306 


E value 


6 . 0e-28 


Match length 


63 


% identity 


89 


NCBI Description 


(AF053311) glutathione peroxidase [Zantedeschia aethiopica] 


Seq. No. 


400016 


Seq. ID 


LIB3431-029-P1-N1-A2 


Method 


BLASTX 


NCBI GI 


g4469021 


BLAST score 


271 


E value 


6.0e-24 


Match length 


75 


% identity 


71 




51194 



o • 

NCBI Description (AL035602) hypothetical protein [Arabidopsis thaiiana] 



oeq* wo. 




Seq. ID 


LIB3431-029-P1-N1-A3 


Method 


BLASTX 


NUnl CjI 


g4oooyyz 


biiAbi score 


iyo 


E value 


o . Ue-lo 


ixiaucn ieng tn 


4 y 


% identity 


"J o 


NCBI Description 


(AC005287) Hypothetical protein [Arabidopsis thaiiana] 


beq. wo. 


4UUU1o 


beq. ID 


T TD^/m HOQ D1 Ml 7±*7 

L1dj4 j1 - U^y — FX— INI— ii. / 


TV*-. J_ "U -3 

Metnoa 


BLAb IX 


NCBI GI 


g82167 


BLAST score 


152 


E value 


o . Ue-lu 


Match length 


27 


% identity 


100 


NCBI Description 


glyceraldehyde-3-phosphate dehydrogenase (NADP+) 




(phosphorylatmg) (EC 1.2.1.13) A, chloroplast - common 




tobacco ( fragment ) 


Seq. No. 


4uuuiy 


Seq. ID 


LIB3431-029-P1-N1-A8 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


143 


E value 


6. Oe-09 


Match length 




% identity 


90 


NCBI Description 


(AF058796) chlorophyll a/b-bindmg protein [Oryza sativa] 


Seq. No. 


400020 


beq. id 




Method 


BLASTN 


NCBI GI 


g3075487 


BLAST score 


37 


E value 


1. 0e-ll 


Match length 


133 


% identity 


82 


NCBI Description 


Oryza sativa chlorophyll a/b-bmding protein (RCABP69) 




mRNA, complete cds 


beq. No. 


a n r^oo i 
4U(JU^1 


Seq. ID 


LIB3431-029-P1-N1-B1 


Method 


BLASTX 


NCBI GI 


g32928l4 


DLiAbi score 


1/4 


E value 


2.0e-12 


Match length 


43 


% identity 


79 


NCBI Description 


(AL031018) putative protein [Arabidopsis thaiiana] 


Seq. No. 


400022 


Seq. ID 


LIB3431-029-P1-N1-B11 



51195 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2662344 

319 

1.0e-179 

323 
100 

Oryza sativa mRNA for EF-1 alpha, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400023 

LIB3431-029-P1-N1-B2 

BLASTX 

g3183079 

180 

2.0e-15 

62 

66 

MALATE DEHYDROGENASE , GLYOXYSOMAL PRECURSOR 
>gi_1375075_dbj_BAA12870.1_ (D857 63) glyoxysomal malate 
dehydrogenase [Oryza sativa] 



Seq. No. 


400024 




Seq. ID 


LIB3431-029-P1-N1-B3 




Method 


BLASTN 




NCBI GI 


g600766 




BLAST score 


329 




E value 


0.0e+00 




Match length 


368 




% identity 


98 




NCBI Description 


Oryza sativa cyclophilin 2 


(Cyp2) gene, 


Seq. No. 


400025 




Seq. ID 


LIB3431-029-P1-N1-B4 




Method 


BLASTN 




NCBI GI 


g218207 




BLAST score 


135 




E value 


6.0e-70 




Match length 


199 




% identity 


92 




NCBI Description 


Oryza sativa mRNA for the 


small subunit 




ribulose-1, 5-bisphosphate 


carboxylase, ■ 




pOSSS1139 




Seq. No. 


400026 




Seq. ID 


LIB3431-029-P1-N1-B6 




Method 


BLASTX 




NCBI GI 


gl076308 




BLAST score 


156 




E value 


2.0e-10 




Match length 


74 




% identity 


45 





NCBI Description 



RNA-binding protein cp33 precursor - Arabidopsis thaliana 
>gi_681910_dbj_BAA06522_ (D31714) cp33 [Arabidopsis 
thaliana] >gi_4886289_emb_CAB4 3448 . 1_ (AL050300) 
RNA-binding protein cp33 precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



400027 

LIB3431-029-P1-N1-B9 



51196 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g20181 
66 

1.0e-28 

126 

88 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

400028 

LIB3431-029-P1-N1-C3 

BLASTN 

g218171 

166 

3.0e-88 

242 

93 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



400029 

LIB3431-029-P1-N1-C4 

BLASTN 

g218154 

76 

1.0e-34 

138 

99 

Oryza sativa gene for cytoplasmic aldolase, complete cds, 
clone : Aldp 

400030 

LIB3431-029-P1-N1-C5 

BLASTN 

g218154 

84 

2.0e-39 

124 

92 

Oryza sativa gene for cytoplasmic aldolase, complete cds, 
clone: Aldp 

400031 

LIB3431-029-P1-N1-C8 

BLASTN 

g218209 

155 

1.0e-81 

338 
96 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 

400032 

LIB3431-029-P1-N1-D1 



51197 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3789953 

214 

1.0e-117 

293 
94 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 


400033 


Seq. ID 


LIBJ4ol-Uzy-Pl-IMl-Dl^ 


Method 


tit nfi m XT 

BLASTN 


NCBI GI 




BLAST score 


115 


E value 


7.0e-58 


Match length 


299 


% identity 


83 


NCBI Description 


Oryza sativa genomic ] 


Seq. No. 


400034 


Seq. ID 


LIB3431-029-P1-N1-D2 


Method 


BLASTX 


NCBI GI 


g464986 


BLAST score 


351 


E value 


3.0e-33 


Match length 


70 


% identity 


91 


NCBI Description 


UBIQUITIN-CONJUGATING 



chromosome 3, clone: P0043E01 



ZYME E2-17 KD 9 (UBIQUITIN-PROTEIN 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B) 

>gi_421857__pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14 990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355__emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400035 

LIB3431-029-P1-N1-D3 

BLASTX 

g482311 

238 

5.0e-20 

48 

98 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 
Seq, ID 

Method 
NCBI GI 
BLAST score 



400036 

LIB3431-029-P1-N1-D5 

BLASTN 

g4079797 

125 



51198 



o 



E value 


6.0e-64 


ixiac.cn iengr,n 


9 4 "3 
Z *± o 


% identity 


inn 
1UU 


NCBI Description 


Oryza sativa 23 kDa polypeptide of photosystem II mRNA, 




coiupiei,e cas 


Seq. No. 


4U0U3 / 


beq. 1JJ 


T TDT/ITI AOQ Dl Ml _Pl£ 

Llbo4ol — Uzy — r± — iNl~UO 


ixiecnoQ 




NCBI GI 


g2570511 


BLAST score 


163 


E value 


i Ha on 


Match length 


oz 


% identity 


/ y 


NCBI Description 


(ArUzz/oo; cnioropnyn a- d Dinaing protein L^ryza sar-ivaj 


Seq. No. 


/ n n n o o 


beq. id 


T TO"?/! ^1 _DOQ- Dl —Ml —HQ 


TuTv^, >J 

jxie inoa 




NCBI GI 


glozlub 


BLAST score 


lol 


E value 


o . ue-ii 


Match length 


o4 


% identity 


91 


NCBI Description 


RIBULOSE BISPHObPHArlij CARBOXYLAbh bMALL CHAIN C JrKiijCUKbUK 




(RUBISCO SMALL SUBUNIT C) >gi ooUy4 pir RKRZby 




ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 




precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 




(D00643) small subunit of ribulose-1, 5-bisphosphate 




carboxylase (RuBPC) LCryza sativa j >gi z^4u/zoo (Atui/Jo4j 




ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 




sativa] >gi 226375 prr 150oz56A ribulose bispnospnate 




carboxylase S [Oryza sativa] 


Seq. No. 


400039 


Seq. ID 


LIBo4ol-uz9-Pl-Nl-Dy 


Method 


BliAbiA 


NCBI GI 


g4038034 


BLAST score 


142 


E value 


o . Oe-Uy 


Match length 


A O 

4z 


% identity 


67 


NCBI Description 


(AC005936) unknown protein [Arabidopsis thaliana] 


Seq. No. 


/I nn A / A 

400040 


Seq. ID 


T TDO / 01 AOQ PjI Ml pi A 

LIBJ4 ol-Uzy-Pl-Nl-Elu 


Method 


TUT 7\ OOiV 

BLAbTX 


NLB1 (jl 


go /l /4u 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


33 


% identity 


y4 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 


Seq. No. 


400041 


Seq. ID 


LIB3431-029-P1-N1-E4 



51199 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5733874 

225 

2.0e-18 

75 

53 

(AC007932) 



F11A17.8 [Arabidopsis thaliana] 



400042 

LIB3431-029-P1-N1-E5 

BLASTX 

g2407279 

182 

1.0e-13 

37 

100 

(AF017362) aldolase [Oryza sativa] 
400043 

LIB3431-029-P1-N1-E6 

BLASTN 

g218171 

84 

2.0e-39 

239 

85 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII) , complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400044 

LIB3431-029-P1-N1-E7 

BLASTX 

g3980415 

196 

4.0e-15 

75 

53 

(AC0045 61) putative tropinone reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400045 

LIB3431-029-P1-N1-E8 

BLASTN 

g2624327 

210 

1.0e-114 

222 

99 

Oryza sativa mRNA for glycine rich RNA-binding protein 2 
(OsGRP2) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



400046 

LIB3431-029-P1-N1-F10 

BLASTX 

gl076724 

163 



51200 



E value 
Match length 
% identity 
NCBI Description 



3.0e-ll 

34 
82 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA59049_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400047 

LIB3431-029-P1-N1-F4 

BLASTX 

g729477 

294 

1.0e-26 

58 
90 

FERREDOXIN — NADP REDUCTASE PRECURSOR (FNR) 

>gi_320548_pir A44974 ferredoxin — NADP+ reductase (EC 

1.18.1.2) precursor - common ice plant >gi_167256 (M25528) 
ferredoxin-NADP+ reductase precursor (fnrA; EC 1.6.7.1) 

[Mesembryanthemum crystallinum] >gi_2267 68_prf 1604 475A 

ferredoxin NADP reductase [Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400048 

LIB3431-029-P1-N1-F5 

BLASTN 

g3789953 

301 

1.0e-169 

321 

98 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

400049 

LIB3431-029-P1-N1-F6 

BLASTX 

g2570511 

163 

8.0e-22 

63 

81 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400050 

LIB3431-029-P1-N1-F8 

BLASTN 

gl9086 

51 

1.0e-19 

75 

92 

Hordeum vulgare pot. psaE mRNA 



Seq. No. 
Seq. ID 
Method 



400051 

LIB3431-02 9-P1-N1-F9 
BLASTX 



51201 



NCBI GI g3850621 

BLAST score 177 

E value 7.0e-13 

Match length 39 

% identity 87 

NCBI Description (Y15382) putative RNA binding protein [Arabidopsis 
thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400052 

LIB3431-029-P1-N1-G1 

BLASTX 

gll5813 

233 

2.0e-19 

53 
85 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8} >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400053 

LIB3431-029-P1-N1-G10 

BLASTN 

g3075487 

75 

5.0e-34 

94 

97 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400054 

LIB3431-029-P1-N1-G12 

BLASTN 

g20262 

173 

2.0e-92 

345 

88 

0. sativa light-induced mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400055 

LIB3431-029-P1-N1-G2 

BLASTX 

g3036946 

314 

6.0e-29 
61 
98 

(AB012637) 
[Nicotiana 



light harvesting chlorophyll a/b-binding protein 
sylvestris] 



Seq. No. 400056 

Seq. ID LIB3431-029-P1-N1-G3 

Method BLASTN 

NCBI GI g2072554 

BLAST score 142 



51202 



E value 


4.0e-74 


Match length 


194 


% identity 


93 


NCBI Description 


Oryza sativa met allothionein- like protein mRNA, complete 




cds 


Seq. No. 


a r\ r\ r\ c "~i 

400057 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g2982243 


BLAST score 


294 


E value 


2 . Oe-26 


Match length 


83 


% identity 


66 


NCBI Description 


(AFU51zU4) hypothetical prorexn Lricea marianaj 


Seq. No. 


400058 


Seq. ID 


LIBo4ol-UZy-Pl-Nl-b / 


Method 


BLASTX 


NCBI GI 


g3885892 


BLAST score 


242 


E value 


2.0e-20 


Match length 


53 


% identity 


92 


NCBI Description 


(AF093634) photos y st em- 1 F subunit precursor [Oryza sativa 


Seq. No. 


400059 


Seq. ID 


LIB3431-029-P1-N1-G8 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


280 


E value 


6, Oe-25 


Match length 


64 


% identity 


84 


NCBI Description 


(U06OI0) pnotosystem II ID KUa polypeptide [uryza sativaj 


Seq. No. 


400060 


Seq. ID 


LIB3431-02 9-P1-N1-G9 


Method 


BLASTN 


NCBI GI 


g3618309 


BLAST score 


270 


E value 


1.0e-150 


Match length 


306 


% identity 


97 


NCBI Description 


Oryza sativa mRNA for zinc finger protein, complete cds, 




clone:E10707 


Seq. No. 


400061 


Seq. ID 


LIB34 31-02 9-P1-N1-H11 


Method 


BLASTN 


NCBI GI 


g3126853 


BLAST score 


155 


E value 


6.0e-82 


Match length 


197 


% identity 


99 


NCBI Description 


Oryza sativa chlorophyll a/b binding protein (RCABP8 9) 




mRNA, nuclear gene encoding chloroplast protein, complete 



51203 



cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400062 

LIB3431-029-P1-N1-H2 

BLASTX 

g687677 

234 

1.0e-19 

58 

76 

(U19925) unknown [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400063 

LIB3431-029-P1-N1-H3 

BLASTX 

g347451 

173 

2.0e-12 

33 

100 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 


400064 


Seq. ID 


LIB3431-029-P1-N1-H5 


Mp1~ hod 


BLASTX 


NCBI GI 


g223793 


BLAST score 


190 


E value 


2. Oe-14 


Match length 


37 


% identity 


100 


NCBI Description 


histone H4 [Physarum polycephalum] 


Seq. No. 


400065 


Seq. ID 


LIB3431-029-P1-N1-H6 


Method 


BLASTN 


NCBI GI 


g20177 


BLAST score 


137 


E value 


3.0e-71 


Match length 


172 


% identity 


95 


NCBI Description 


Rice cablR gene for light harvesting 




a/b-binding protein 


Seq. No. 


400066 


Seq. ID 


LIB3431-029-P1-N1-H7 


Method 


BLASTN 


NCBI GI 


g5926739 


BLAST score 


369 


E value 


0.0e+00 


Match length 


393 


% identity 


98 


NCBI Description 


Oryza sativa mRNA for asparaginyl en< 




cds 


Seq. No. 


400067 


Seq. ID 


LIB3431-029-P1-N1-H9 



51204 



o 



Method 


DLii\0 1 A 




go 1U JO J J 


BLAST score 


156 


E value 


1.0e-10 


Match length 


4 J 


% identity 


70 


NCBI Description 


{ACUU/oyiJ Ebis go koo14d, 




from this gene. [Arabidops: 


Seq. No. 


400UOO 


beq. ±u 


T TB"5/l Q1 H *3 H „D1 — "Cf 0 — 71 1 1 


Method 


DT 71 O TV 

BLAb IA 


NCBI GI 


g4586039 


BLAST score 


419 


E value 


4 . Oe-4 1 


Match length 


130 


% identity 


62 


NCBI Description 


(ACUU/luyj unJcnown protein 


Seq. No. 


a r\ r\ r\ s~ e\ 

400069 


beq. id 




Method 


"DT 71 GTM 






BLAST score 


33 


E value 


3.0e-09 


Match length 


33 


% identity 


100 


NCBI Description 


Homo sapiens map 20ql3.3; 



complete sequence 



Seq. No. 


400070 


Seq. ID 


LIB3431-030-P1-K2-A5 


Method 


BLASTN 


NCBI GI 


g5922603 


BLAST score 


84 


E value 


3.0e-39 


Match length 


107 


% identity 


95 


NCBI Description 


Oryza sativa genomic DNA, chromosome 


Seq. No. 


400071 


Seq. ID 


LIB3431-030-P1-K2-A6 


Method 


BLASTX 


NCBI GI 


g729479 


BLAST score 


473 


E value 


1.0e-47 


Match length 


105 


% identity 


84 


NCBI Description 


FERREDOXIN — NADP REDUCTASE PRECURSOR 



(U14956) ferredoxin NADP+ reductase precursor [Vicia faba] 

Seq. No. 400072 

Seq. ID LIB3431-030-P1-K2-A7 

Method BLASTX 

NCBI GI g871931 

BLAST score 204 

E value 3.0e-16 



51205 



o 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 
68 

(D30763) ferredoxin [Oryza sativa] 
400073 

LIB3431-030-P1-K2-A9 

BLASTX 

g671740 

638 

9.0e-67 

119 

99 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400074 

LIB3431-030-P1-K2-B1 

BLASTN 

g2407280 

43 

2.0e-15 

90 

88 

Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 


400075 


Seq. ID 


LIB3431-030-P1-K2-B2 


Method 


BLASTX 


NCBI GI 


g2832681 


BLAST score 


414 


E value 


2.0e-40 


Match length 


89 


% identity 


82 


NCBI Description 


(AL021712) putative protein 


Seq. No. 


400076 


Seq. ID 


LIB3431-030-P1-K2-B3 


Method 


BLASTN 


NCBI GI 


g6103440 


BLAST score 


87 


E value 


1.0e-41 


Match length 


95 


% identity 


98 


NCBI Description 


Oryza sativa metallothionein' 




complete cds 


Seq. No. 


400077 


Seq. ID 


LIB3431-030-P1-K2-B4 


Method 


BLASTN 


NCBI GI 


g5734616 


BLAST score 


227 


E value 


1.0e-125 


Match length 


235 


% identity 


99 



(ML2) mRNA, 



NCBI Description Oryza sativa genomic DNA, chromosome 6, clone: P0538C01 



51206 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400078 

LIB3431-030-P1-K2-B8 

BLASTX 

g!32105 

547 

4.0e-56 

120 

86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400079 

LIB3431-030-P1-K2-C10 

BLASTX 

g4678303 

184 

1.0e-13 

52 
63 

(AL04 9655) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400080 

LIB3431-030-P1-K2-C11 

BLASTN 

gl9086 

78 

1.0e-35 

126 

91 

Hordeum vulgare pot. psaE mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400081 

LIB3431-030-P1-K2-C2 

BLASTN 

gl9094 

54 

1.0e-21 

66 
95 

H. vulgare mRNA PsaN for photosystem I subunit N 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400082 

LIB3431-030-P1-K2-C4 

BLASTX 

g4678303 

205 

4.0e-16 

57 

65 

(AL04 9655) putative protein [Arabidopsis thaliana] 



51207 



o 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400083 

LIB3431-030-P1-K2-C6 

BLASTX 

g2501189 

618 

2.0e-64 

129 
92 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2 13014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 


400084 


Seq. ID 


LIB3431-030-P1-K2-C7 


Method 


BLASTX 


NCBI GI 


g4960154 


BLAST score 


316 


E value 


3.0e-29 


Match length 


97 


% identity 


65 


NCBI Description 


(AF153283) putative progesterone-binding protein homolog 




[Arabidopsis thaliana] 


Seq. No. 


400085 


Seq. ID 


LIB3431-030-P1-K2-C8 


Method 


BLASTX 


NCBI GI 


g3776581 


BLAST score 


335 


E value 


3.0e-31 


Match length 


100 


% identity 


61 


NCBI Description 


(AC005388) Similar to Beta integral membrane protein 




homolog gb U43629 from A. thaliana. [Arabidopsis thaliana^ 


Seq. No. 


400086 


Seq. ID 


LIB3431-030-P1-K2-C9 


Method 


BLASTN 


NCBI GI 


g6016845 


BLAST score 


271 


E value 


1.0e-151 


Match length 


285 


% identity 


99 


NCBI Description 


Oryza sativa genomic DNA, chromosome 1, clone : P0711E10 


Seq. No. 


400087 


Seq. ID 


LIB3431-030-P1-K2-D10 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


650 


E value 


3.0e-68 


Match length 


124 


% identity 


98 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 400088 

51208 



o 



beq. iu 


LIB J 4 J 1 — U JU — r ±— J\z— Dll 


Method 


tjt 7\ O TV 


NCBI GI 


g!488297 


BLAST score 


516 


E value 




Match length 


129 


% identity 


O A 


MUBi Description 


(Udoojuj oskadzo [uryza sauivaj 


Seq. No. 


400089 


beq. ID 




Method 


BLASTX 


NCBI GI 


g31217,31 


dLAoI score 


o4z 


E value 


3.0e-67 


Match length 


143 


% identity 


Q *3 


NCBI Description 


ACONITATE HYDRATASE, CYTOPLASMIC 




(ACONITASE) >gi 2145473 emb CAA6f 




hydratase [Solanum tuberosum] 


Seq. No. 


400090 


Seq. ID 


LIB3431-030-P1-K2-D3 


Method 




NCBI GI 


gl32105 


BLAST score 


149 


E value 


4.0e-10 


Match length 


31 


% identity 


97 



(CITRATE HYDRO-LYASE) 
.735 (X97012) aconitate 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400091 

LIB3431-030-P1-K2-D4 

BLASTX 

g671740 

554 

6.0e-57 

109 

95 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400092 

LIB3431-030-P1-K2-D6 

BLASTX 

g!654144 

292 

4.0e-37 
103 



51209 



o 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 

(U38471) small GTP-binding protein rab [Brassica rapa] 
400093 

LIB3431-030-P1-K2-D7 

BLASTN 

g2062705 

35 

7.0e-ll 

35 

100 

Human butyrophilin (BTF5) mRNA, complete cds 
400094 

LIB3431-030-P1-K2-E10 

BLASTX 

g3023816 

584 

2.0e-60 

132 

86 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

400095 

LIB3431-030-P1-K2-E12 

BLASTX 

gl709620 

505 

3.0e-51 

116 
82 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) >gi_508975 
(U11496) protein disulfide isomerase [Triticum aestivum] 

>gi_1094851_prf 2106410A protein disulfide isomerase 

[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400096 

LIB3431-030-P1-K2-E2 

BLASTN 

g!67086 

69 

1.0e-30 

167 

85 

Hordeum vulgare photosystem I protein 
complete cds 



(PSI-L) mRNA, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400097 

LIB3431-030-P1-K2-E4 

BLASTX 

gl32105 

628 

7.0e-72 

135 

99 



51210 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400098 

LIB3431-030-P1-K2-E6 

BLASTX 

gl32105 

737 

3.0e-78 

163 

86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39} small chain 
precursor (clone pOSSS1139) - rice >gi_2 182 08_dbj J3AA0 0538 _ 
(D00643) small subunit of ribulose-1 , 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


400099 


Seq. ID 


LIB3431-030-P1-K2-E7 


Method 


BLASTX 


NCBI GI 


g2583108 


BLAST score 


351 


E value 


4.0e-33 


Match length 


144 


% identity 


49 


NCBI Description 


(AC002387) putative surface protein [Arabidops: 


Seq. No. 


400100 


Seq. ID 


LIB3431-030-P1-K2-E8 


Method 


BLASTX 


NCBI GI 


g5802606 


BLAST score 


704 


E value 


2.0e-74 


Match length 


147 


% identity 


92 


NCBI Description 


(AF1744 8 6) methylenetetrahydrof olate reductase 


Seq. No. 


400101 


Seq. ID 


LIB3431-030-P1-K2-E9 


Method 


BLASTX 


NCBI GI 


g3183079 


BLAST score 


157 


E value 


9.0e-ll 


Match length 


86 


% identity 


47 


NCBI Description 


MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 



[Zea mays] 



51211 



>gi_1375075_dbj_BAA12870.1_ (D85763) 
dehydrogenase [Oryza sativa] 



glyoxysomal malate 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400102 

LIB3431-030-P1-K2-F1 

BLASTX 

gl33999 

489 

2.0e-49 

99 

100 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S7 >gi_70904_pir R3RZ7 

ribosomal protein S7 - rice chloroplast 
>gi_12037_emb_CAA33942_ (X15901) ribosomal protein S7 
[Oryza sativa] >gi_12065_emb_CAA33919_ (X15901) ribosomal 

protein S7 [Oryza sativa] >gi_226657_prf 1603356CH 

ribosomal protein S7 [Oryza sativa] 

400103 

LIB3431-030-P1-K2-F10 

BLASTX 

gl32105 

706 

1.0e-74 

131 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_24 07283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 150825 6A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


400104 


Seq. ID 


LIB3431-030-P1-K2-F12 


Method 


BLASTX 


NCBI GI 


gl519251 


BLAST score 


443 


E value 


6.0e-44 


Match length 


111 


% identity 


83 


NCBI Description 


(U65957) GF14-C protein [Oryza sativa] 


Seq. No. 


400105 


Seq. ID 


LIB3431-030-P1-K2-F2 


Method 


BLASTN 


NCBI GI 


g3789951 


BLAST score 


71 


E value 


3.0e-32 


Match length 


91 


% identity 


95 


NCBI Description 


Oryza sativa chlorophyll a/b-binding protein 



(Cab27) mRNA, 
complete cds 



nuclear gene encoding chloroplast protein, 



51212 



beq. jno * 




beq. 1U 


T TR^4^1 — fl^fl — PI —K9-V& 
liUjOfiOl uou it± IVi, ri 


Method 


Dljf\b 1 A 


NCBI GI 


g2570523 


BLAST score 


567 


E value 


z . ue o o 


Match length 




% identity 


o U 


NCBI Description 


inorganic prioopnai-tr uiaiiopui lci l j-jyi^upcjL °- 




e s cul e n t urn ] 


beq. 1NO . 


4UU1U / 


beg. ijj 


T TR^A^I —Pi ^(1 — P1 —PTO — TTt=i 
LIdjIjI UjU rl J\Z TO 


Method 


T)T TIC rnv 


"MPiaT PT 


"5/ Qyi yi 
g±o4 :?4 4 


BLAST score 


/ lo 


E value 


D . U6 - oZ 


Match length 


1 7 Q 

1 / _7 


% identity 


84 


NCBI Description 


ACYL- [ AC YL- CARRIER PROTEIN] DESATURASE PRECURSOR 




^ b i iliiiKU I li r JJi_ibiil Urvrt.bHi } -^gi 1UUOUZ pir ilO_?l/0 




acyl- [acyl-carrier-protein] desaturase (EC 1.14.99.6, 




precursor - sarrlower >gi ib/iy/ (Moiiuyj 




stearoyl— acyl— carrier protein desaturase [Carthamus 




tinctorius] 


Seq. No. 


4U010o 


beq. iu 




Method 


BLASTX 


NCBI GI 


g3777598 


BLAST score 


J14 


E value 


A ^ O ("J 

0 . ue-zy 


Match length 


104 


% identity 


D / 


NCBI Description 


(AF095707) 30S ribosomal protein SI/ [O^yza sativaj 


Seq. No. 


y| Af|1 f|Q 

4uuiuy 


Seq. ID 


LlDo4ol-UoU-rl-i\z-.b / 


Method 


oliAb 1 A 


NCBI GI 


g3789952 


BLAST score 


279 


E value 


i . ue-4o 


Match length 


102 


% identity 


96 


NCBI Description 


(AF094775) chlorophyll a/b-binding protein presursor 




sativa] 


Seq. No. 


40UilU 


beq. iu 


lil no 4 ol**U oU~Jrl —JtvZ - r o 




Olorib I A 


NCBI GI 


g3024697 


BLAST score 


274 


E value 


2.0e-24 


Match length 


91 


% identity 


65 


NCBI Description 


T-COMPLEX PROTEIN 1, EPSILON SUBUNIT ( TCP-1-EPSILON) 



51213 



o 



(CCT-EPSILON) >gi_2213618 (AC000103) F21J9.12 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400111 

LIB3431-030-P1-K2-F9 

BLASTN 

g20177 

40 

2.0e-13 

94 
88 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 

400112 

LIB3431-030-P1-K2-G1 

BLASTX 

gl084455 

517 

1.0e-52 

116 

85 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 

400113 

LIB3431-030-P1-K2-G11 

BLASTX 

g4185499 

167 

1.0e-ll 

65 

49 

(AF096095) fertilization-independent seed 2 protein 
[Arabidopsis thaliana] >gi_4185501 (AF096096) 
fertilization-independent seed 2 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400114 

LIB3431-030-P1-K2-G5 

BLASTX 

gl353352 

527 

1.0e-53 

150 

70 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 

400115 

LIB3431-030-P1-K2-G6 

BLASTX 

g2316016 

198 

1.0e-18 

86 
60 



51214 



o 

NCBI Description (U92650) MRP-like ABC transporter [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400116 

LIB3431-030-P1-K2-G9 

BLASTX 

gl32105 

179 

2.0e-13 

49 

69 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RDBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1*1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-l f 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400117 

LIB3431-030-P1-K2-H1 

BLASTN 

gl398998 

190 

1.0e-102 

275 

100 

Rice OSOEE2 gene for 23 kDa polypeptide of photosystem II, 
complete cds 



Seq. No. 


400118 


Seq. ID 


LIB3431-030-P1-K2-H12 


Method 


BLASTX 


NCBI GI 


g2407279 


BLAST score 


319 


E value 


9.0e-30 


Match length 


65 


% identity 


100 


NCBI Description 


(AF017362) aldolase [Oryza sativa] 


Seq. No. 


400119 


Seq. ID 


LIB3431-030-P1-K2-H2 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


535 


E value 


8.0e-55 


Match length 


121 


% identity 


86 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR 



CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA321Q9_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 
Seq. ID 



400120 

LIB3431-030-P1-K2-H3 



51215 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g20262 
306 

1.0e-172 

341 

98 

O.sativa light-induced mRNA 
400121 

LIB3431-030-P1-K2-H5 

BLASTX 

g2130127 

322 

1.0e-29 

70 
86 

ferritin 1 precursor - maize >gi 
(X83076) ferritin [Zea mays] 



1103628 emb CAA58146 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400122 

LIB3431-030-P1-K2-H6 

BLASTX 

g4079798 

214 

1.0e-17 
43 
98 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



400123 

LIB3431-030-P1-K2-H7 

BLASTX 

g2407281 

399 

8.0e-39 

112 
71 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

400124 

LIB3431-030-P1-K2-H9 

BLASTX 

gl262847 

166 

1.0e-ll 

42 

71 

(U51632) type 2 light-harvesting chlorophyll a/b-binding 
polypeptide [Pinus palustris] 



400125 

LIB3431-030- 
BLASTN 
gl69820 
277 



P1-N1-A1 



51216 



E value 
Match length 
% identity 
NCBI Description 



1.0e-154 

345 

96 

Oryza sativa triosephosphate isomerase (Rictpi) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400126 

LIB3431-030-P1-N1-A2 

BLASTX 

gll5787 

403 

3.0e-39 

76 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109__ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 


400127 


Seq. ID 


LIB3431-030-P1-N1-A4 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


339 


E value 


1.0e-31 


Match length 


64 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll a/b 


Seq. No. 


400128 


Seq. ID 


LIB3431-030-P1-N1-A5 


Method 


BLAST N 


NCBI GI 


g5922603 


BLAST score 


57 


E value 


4.0e-23 


Match length 


80 


% identity 


94 


NCBI Description 


Oryza sativa genomic DNA, < 


Seq. No. 


400129 


Seq. ID 


LIB3431-030-P1-N1-A6 


Method 


BLASTX 


NCBI GI 


g729478 


BLAST score 


323 


E value 


6.0e-30 


Match length 


73 


% identity 


79 


NCBI Description 


FERREDOXIN — NADP REDUCTASE 



>gi_442481_dbj_BAA04616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_6069649_dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647 (E1557) ,C72400 (E1557) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 



Seq. No. 
Seq. ID 



400130 

LIB3431-030-P1-N1-A7 



51217 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2305114 

321 

1.0e-180 

400 
95 

Oryza sativa ferredoxin mRNA, complete cds 
400131 

LIB3431-030-P1-N1-A8 

BLASTX 

gl32105 

387 

2.0e-37 

73 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1 , 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


400132 


Seq. ID 


LIB3431-030-P1-N1-A9 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


460 


E value 


8.0e-46 


Match length 


86 


% identity 


99 


NCBI Description 


(X84730) ribulose-bisphospt 




construct] 


Seq. No. 


400133 


Seq. ID 


LIB3431-030-P1-N1-B10 


Method 


BLASTX 


NCBI GI 


g2344897 


BLAST score 


273 


E value 


6.0e-24 


Match length 


92 


% identity 


58 


NCBI Description 


(AC002388) unknown protein 


Seq. No. 


400134 


Seq. ID 


LIB3431-030-P1-N1-B3 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


9.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein- 




>gi 6103441 gb AAF03603.1 



[synthetic 



(AF147786) metallothionein-like 



51218 



protein [Oryza sativa] 



Seq. No. 


400135 


Seq. ID 


LIB3431-030-P1-N1-B4 


Method 


BLASTN 


NCBI GI 


g5734616 


BLAST score 


409 


E value 


0.0e+00 


Match length 


499 


% identity 


100 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, < 


Seq. No. 


400136 


Seq. ID 


LIB3431-030-P1-N1-B5 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


331 


E value 


9. 0e-31 


Match length 


62 


% identity 


100 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sat. 


Seq. No. 


400137 


Seq. ID 


LIB3431-030-P1-N1-B7 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST score 


229 


E value 


9.0e-19 


Match length 


79 


% identity 


56 


NCBI Description 


(AC005310) unknown protein [Arabidopsis ■ 


Seq. No. 


400138 


Seq. ID 


LIB3431-030-P1-N1-B8 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


207 


E value 


8.0e-23 


Match length 


56 


% identity 


93 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL < 



clone: P0538C01 



PRECURSOR 



small chain 



IN C 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) 
precursor (clone pOSSS1139) - rice >gi_2 182 08_dbj_BAA0 0538 _ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_j?rf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



400139 

LIB3431-030-P1-N1-B9 

BLASTX 

g4115536 

293 

2.0e-26 
114 



51219 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 

(AB012115) UDP-glycose: flavonoid glycosyltransf erase [Vigna 
mungo ] 

400140 

LIB3431-030-P1-N1-C1 

BLASTX 

g3789954 

259 

2.0e-22 

48 

98 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

400141 

LIB3431-030-P1-N1-C12 

BLASTX 

g2191138 

318 

3.0e-29 

75 

79 

(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 
thaliana] 



Seq. No. 


400142 


Seq. ID 


LIB3431-030-P1-N1-C2 


Method 


BLASTN 


NCBI GI 


gl9094 


BLAST score 


58 


E value 


5.0e-24 


Match length 


66 


% identity 


97 


NCBI Description 


H.vulgare mRNA PsaN for photosystem I 


Seq. No. 


400143 


Seq. ID 


LIB3431-030-P1-N1-C4 


Method 


BLASTX 


NCBI GI 


g3914466 


BLAST score 


455 


E value 


3.0e-45 


Match length 


84 


% identity 


98 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT 




(PSI-N) >gi_2981214 (AF052429) photos; 




subunit precursor [Zea mays] 


Seq. No. 


400144 


Seq. ID 


LIB3431-030-P1-N1-C6 


Method 


BLASTX 


NCBI GI 


g2501190 


BLAST score 


155 


E value 


3.0e-10 


Match length 


51 


% identity 


69 



subunit N 



PSAN PRECURSOR 
astern I complex PsaN 



NCBI Description THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 



51220 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 

400145 

LIB3431-030-P1-N1-C8 

BLASTX 

g3776581 

350 

5. Oe-33 

118 

58 

(AC005388) Similar to Beta integral membrane protein 
homolog gb U43629 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 


400146 


Seq. ID 


LIB3431-030- 


Method 


BLASTX 


NCBI GI 


gll84112 


BLAST score 


410 


E value 


4.0e-40 


Match length 


111 


% identity 


75 


NCBI Description 


(U46138) Zn- 


Seq. No. 


400147 


Seq. ID 


LIB3431-030- 


Method 


BLASTX 


NCBI GI 


gl31176 


BLAST score 


352 


E value 


2. Oe-33 


Match length 


70 


% identity 


96 


NCBI Description 


PHOTOSYSTEM 



(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782__ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400148 

LIB3431-030-P1-N1-D10 

BLASTX 

g3126854 

635 

2.0e-66 

123 
98 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
400149 

LIB3431-030-P1-N1-D11 

BLASTX 

g!488297 

257 

4.0e-22 



51221 



^^^^ 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 
83 

(U63530) 



osRAD23 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400150 

LIB3431-030-P1-N1-D12 

BLASTX 

g461595 

183 

2.0e-13 

95 

44 

ATP SYNTHASE B 1 
>gi_479533_pir_ 
3.6.1.34) chain 



CHAIN PRECURSOR (SUBUNIT II) 
S34473 H+- transporting ATP synthase (EC 
9 - spinach >gi_394755_emb_CAA50520_ 



(X71397) CF(o)II ATP synthase subunit 9 [Spinacia oleracea] 
400151 

LIB3431-030-P1-N1-D2 

BLASTX 

g6093830 

164 

2.0e-ll 

50 

38 

PHOTOS YSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L-AME) 
[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_3337435 (AF060198) PsbY precursor; 
putative photosytem II peptide [Spinacia oleracea] 

400152 

LIB3431-030-P1-N1-D3 

BLASTX 

gl32105 

398 

1.0e-38 

73 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



400153 

LIB3431-030-P1-N1-D4 

BLASTX 

gl32105 

301 

2.0e-27 

57 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE 



SMALL CHAIN C PRECURSOR 



51222 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400154 

LIB3431-030-P1-N1-D6 

BLASTX 

gl362066 

546 

6.0e-56 

126 

86 

small GTP-binding protein - garden pea 

>gi_871510_emb_CAA90080_ (Z49900) small GTP-binding protein 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400155 

LIB3431-030-P1-N1-D7 

BLASTX 

gl67097 

151 

1.0e-20 

61 
87 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400156 

LIB3431-030-P1-N1-D8 

BLASTX 

g4586021 

271 

8.0e-24 

61 

77 

(AC007170) putative cytoplasmic aconitate hydratase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400157 

LIB3431-030-P1-N1-E1 

BLASTX 

g2493650 

438 

3.0e-43 

89 

97 

RUBISCO SUBUNIT BINDING-PROTEIN BETA SUBUNIT (60 KD 
CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) 

>gi_1167858_emb_CAA93139_ (Z68 903) chaperonin [Secale 
cereale] 



Seq. No. 



400158 



51223 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-030-P1-N1-E12 

BLASTX 

gl709620 

178 

9.0e-13 

55 

71 

PROTEIN DISULFIDE I SOME RASE PRECURSOR (PDI) >gi_508 975 
(U11496) protein disulfide isomerase [Triticum aestivum] 

>gi_1094851_prf 2106410A protein disulfide isomerase 

[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400159 

LIB3431-030-P1-N1-E2 

BLASTX 

gl31225 

337 

2.0e-31 

94 

70 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400160 

LIB3431-030-P1-N1-E4 

BLASTX 

g347451 

152 

7.0e-10 

38 

79 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400161 

LIB3431-030-P1-N1-E6 

BLASTX 

g671740 

512 

6.0e-52 

94 

98 

(X84730) ribulose-bisphosphate carboxylase 
construct] 



[synthetic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400162 

LIB3431-030-P1-N1-E8 

BLASTX 

g5802606 

498 

3.0e-50 

104 

86 

(AF174486) methylenetetrahydrof olate reductase [Zea mays] 



51224 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI ^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400163 

LIB3431-030-P1-N1-E9 

BLASTX 

g3183079 

341 

6.0e-32 

83 

78 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 
>gi_1375075_dbj_BAA12870. 1_ (D85763) glyoxysomal malate 
dehydrogenase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40-0164 

LIB3431-030-P1-N1-F1 

BLASTX 

gll73275 

590 

4.0e-61 

136 

90 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S7 

>gi_2119068_pir S58630 ribosomal protein S7 - maize 

chloroplast >gi_902274_emb_CAA60339_ (X86563) ribosomal 
protein S7 [Zea mays] >gi_902298_emb_CAA60362_ (X86563) 
ribosomal protein S7 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Descript 



400165 

LIB3431-030-P1-N1-F10 
BLASTX 
gl32105 
386 

1.0e-47 
93 
100 

ion RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC '4.1. 1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400166 

LIB3431-030-P1-N1-F12 

BLASTX 

gl519251 

244 

1.0e-20 

47 

100 

(U65957) GF14-C protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



400167 

LIB3431-030-P1-N1-F2 
BLASTX 



51225 



NCBI GI 


gl587206 


BLAST score 


186 


E value 


i . ue— u 


Match length 




% identity 


y / 


iNv^Di uescription 


i complex proieiii [uucumis sativusj 


Seq. No. 


4UUloo 


beq. iu 


Libo4ol-UoU~rl-Nl-r 4 


]WT/-\ +- l^i /-\ /^J 

i w iei.nou. 


DI1H.0I A 


VT/-1TJ x r 1 T 

NLdI bl 


gouooiio 


BLAST score 


495 


E value 


5.0e-58 


Match length 


IDO 


% identity 




NCBI Description 


(AF156695) inorganic phosphate transporter [Solanum 




uuDerosiinij 


Seq. No. 


400169 


beq. iu 


t tdi;i ^1 mn m ui tpc 
LlBo4 jl- UjU - r 1 — JM1 — r 0 


Method 


tit t\ nrnv 

BLASTX 


NCBI GI 


g2281099 


BLAST score 


181 


E value 


3 . 0e-13 


Match length 


45 


% identity 


7 6 


NCBI Description 


(ACUU^ooJ) stearoyl-ACP desaturase [Araoidopsis tnalianaj 


Seq. No. 


400170 


Seq. ID 


LIB34ol-U30-Pl-Nl-Fo 


Method 


DT 7\ OTV 


NCBI GI 


g3777598 


BLAST score 


327 


E value 


2 . Ue-3u 


ixiatcn lengtn 


/o 


-s identity 


85 


NCBI Description 


{Ahu^D/v/} jUo riDOsomai protein bi/ |.uryza sat-ivaj 


Seq. No. 


400171 


beq* iu 


TTT3'3/!'5T r\*3ri D1 "KTT TTl 

L1dj4j1- UoU-rl— Wl-r / 


Method 


D-LiiblA 




go / oy yo^ 


BLAST score 


230 


E value 


6.0e-19 


Match length 


44 


% identity 


o o 

yo 


NCBI Description 


(AF094775) chlorophyll a/b-bindmg protein presursor [Oryza 




sativa] 


Seq. No. 


400172 


Seq. ID 


LIB3431-030-P1-N1-F9 


Method 


Dli/ibi A 


NCBI GI 


gll5787 


BLAST score 


505 


E value 


4.0e-51 


Match length 


96 


% identity 


100 



51226 



© • 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binciing preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400173 

LIB3431-030-P1-N1-G1 

BLASTX 

gl084455 

379 

2.0e-36 

72 

100 

peptidylprolyl isomerase (EC 5.2.1, 
>gi_600767 (L29469) cyclophilin 2 



8) Cyp2 - rice 
Oryza sativa] 



400174 

LIB3431-030-P1-N1-G11 

BLASTX 

g4185499 

226 

2.0e-18 

68 

51 

(AF096095) fertilization-independent seed 2 protein 
[Arabidopsis thaliana] >gi_4185501 (AF096096) 
fertilization-independent seed 2 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400175 

LIB3431-030-P1-N1-G4 

BLASTX 

g3643602 

263 

7.0e-23 

88 
57 

(AC005395) putative tonoplast intrinsic protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400176 

LIB3431-030-P1-N1-G5 

BLASTX 

gl353352 

184 

1.0e-13 

51 

71 

(U31975) alanine aminotransferase 
reinhardtii] 



[ Chi amydomona s 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



400177 

LIB3431-030-P1-N1-G9 

BLASTX 

g671740 

488 



51227 



o 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-49 

90 

99 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

400178 

LIB3431-030-P1-N1-H1 

BLASTN 

gl398998 

162 

8.0e-86 

275 
97 

Rice 0S0EE2 gene for 23 kDa polypeptide of photosystem II, 
complete cds 

400179 

LIB3431-030-P1-N1-H10 

BLASTN 

g2331130 

259 

1.0e-144 

271 

99 

Oryza sativa glycine-rich protein (OSGRP1) mRNA, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400180 

LIB3431-030-P1-N1-H2 

BLASTX 

g3036951 

451 

9.0e-45 

86 

99 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

400181 

LIB3431-030-P1-N1-H3 

BLASTX 

g417260 

303 

2.0e-27 

77 

74 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

400182 

LIB3431-030-P1-N1-H6 

BLASTX 

g4079798 

301 

2.0e-27 



51228 



Match length 

% identity 

NCBI Description 



61 
93 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



400183 

LIB3431-030-P1-N1-H8 

BLASTN 

g3377792 

269 

1.0e-149 

399 

92 

Oryza sativa ribulose-1, 5-bisphosphate 

carboxylase /oxygenase activase (rca) mRNA, complete cds 
400184 

LIB3431-030-P1-N1-H9 

BLASTX 

g6093827 

156 

2.0e-10 

61 

29 

PHOTOSYSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L-AME) 
[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 

PROTEIN PSBY-2] >gi_2956690_emb_CAA11248_ (AJ223306) PSBY 
[Arabidopsis thaliana] >gi_3414928 (AF079800) PsbY 

precursor [Arabidopsis thaliana] 

400185 

LIB3431-031-P1-K1-A11 

BLASTX 

g2913893 

262 

8.0e-23 

56 

82 

(AB011368) LIPS [Oryza sativa] 
400186 

LIB3431-031-P1-K1-A12 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

400187 

LIB3431-031-P1-K1-A2 

BLASTX 

gl34595 

236 



51229 



E value 
Match length 
% identity 
NCBI Description 



1.0e-19 

71 

66 

SUPEROXIDE DISMUTASE-1 [CU-ZN] >gi_280412__pir S22508 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) sodA - rice 
>gi_218224_dbj_BAA00799_ (D00999) copper/zinc-superoxide 
dismutase [Oryza sativa] >gi_685242 (L19435) cytosolic 
copper/zinc-superoxide dismutase [Oryza sativa] 

>gi_1096504__prf 2111424A Cu/Zn superoxide dismutase [Oryza 

sativa] 



Seq. No. 


400188 


Seq. ID 


LIB3431-031-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g!9094 


BLAST score 


53 


E value 


9.0e-21 


Match length 


65 


% identity 


95 


NCBI Description 


H.vulgare mRNA PsaN for phot< 


Seq. No. 


400189 


Seq. ID 


LIB3431-031-P1-K1-A4 


Method 


BLASTN 


NCBI GI 


g20262 


BLAST score 


193 


E value 


1.0e-104 


Match length 


300 


% identity 


100 


NCBI Description 


0. sativa light-induced mRNA 


Seq. No. 


400190 


Seq. ID 


LIB3431-031-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2407281 


BLAST score 


641 


E value 


3.0e-67 


Match length 


120 


% identity 


99 


NCBI Description 


(AF017363) ribulose 1, 5-bisp; 




subunit [Oryza sativa] 


Seq. No. 


400191 


Seq. ID 


LIB3431-031-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4914452 


BLAST score 


420 


E value 


3.0e-41 


Match length 


127 


% identity 


62 


NCBI Description 


(AL050398) putative protein 


Seq. No. 


400192 


Seq. ID 


LIB3431-031-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g!34595 


BLAST score 


615 



I subunit N 



51230 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-64 

116 

100 

SUPEROXIDE DISMUTASE-1 [CU-ZN] >gi_280412_pir S22508 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) sodA - rice 
>gi_218224_dbj_BAA00799_ (D00999) copper/zinc-superoxide 
dismutase [Oryza sativa] >gi_685242 (L19435) cytosolic 
copper/zinc-superoxide dismutase [Oryza sativa] 

>gi_1096504_prf 2111424A Cu/Zn superoxide dismutase [Oryza 

sativa] 

400193 

LIB3431-031-P1-K1-A8 

BLASTX 

g5903036 

316 

4.0e-29 

132 

52 

(AC008016) F6D8.5 [Arabidopsis thaliana] 
400194 

LIB3431-031-P1-K1-B1 

BLASTX 

g5702231 

195 

7.0e-15 

110 

45 

(AF145386) hypersensitive reaction associated Ca2+-binding 
protein [Phaseolus vulgaris] 

400195 

LIB3431-031-P1-K1-B10 

BLASTX 

g320618 

285 

5.0e-26 

62 

89 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi__227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

400196 

LIB3431-031-P1-K1-B2 

BLASTX 

g2754849 

254 

7.0e-22 

56 

88 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 
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C VT 

Seq. No. 


4UU197 




beq. Lu 


LIBo4ol-U J1-P1-K1- 


-By 


lyie t noQ 






NCBI GI 


g4138289 




BLAST score 


177 




E value 


O A « flC 

o . 0e-95 




Matcn length 






% identity 


91 




Nursi Description 


Oryza sativa mRNA 


for thioredoxin M 


beq. No, 






beq. lu 


LIB J 4 Jl-U ol-Pl-Kl- 


-CI 


TuTj^ 4* )r\ i*"* 

JXieTZ-flOQ 


DliflD 1 A 






yZZO f± Uj 




BLAST score 


655 




E value 


8.0e-69 




Match length 


145 




% identity 


89 




NCBI Description 


glycolate oxidase 


[Lens culinaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400199 

LIB3431-031-P1-K1-C12 

BLASTX 

gl32105 

577 

l.Ge-59 

124 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68 094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400200 

LIB3431-031-P1-K1-C2 
BLASTX 
g320618 
536 

7.0e-55 
118 
86 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



400201 

LIB3431-031-P1-K1-C3 

BLASTX 

g2072555 

237 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

400202 

LIB3431-031-P1-K1-C4 

BLASTX 

gl32105 

512 

5.0e-52 

110 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400203 

LIB3431-031-P1-K1-C7 

BLASTN 

g2780342 

102 

1.0e-50 

102 

100 

Oryza sativa gene for PBZ1, complete cds 

>gi_3251321_dbj__E12488_E12488 Nucleotide sequence of Oryza 
sativa PBZ1 gene 

400204 

LIB3431-031-P1-K1-C8 

BLASTX 

g3660469 

608 

3.0e-63 

132 

90 

(AJ001808) succinyl-CoA-ligase beta subunit [Arabidopsis 
thaliana] >gi__4512693_gb_AAD21746 . 1_ (AC006569) 
succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 

400205 

LIB3431-031-P1-K1-D1 

BLASTN 

g3126853 

47 

1.0e-17 

63 

94 
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NCBI Description 



Oryza sativa chlorophyll a/b binding protein {RCABP8 9) 
mRNA, nuclear gene encoding chloroplast protein, complete 





cas 


Seq. No. 


4UUZUo 


Seq. ID 


LIB3431-031-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


gioooolo 


BLAST score 


C O A 


E value 


C Art A 

0 . ue— ou 


Match length 


1 "3A 


% identity 


/ O 


NCBI Description 


(Yuoyoo) osr4ugo Loryza sativa j 


Seq, No. 


a nnom 
4UUZ U / 


Seq. ID 


LIB3431-031-P1-K1-D8 


Method 


BLASTX 


NCBI bl 


g± jizzo 


BLAST score 


607 


E value 


3.0e-63 


Match length 


lzo 


% identity 


yz 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE bUbUNll 




t 7 \ /"DOT T\ 1 A A £H £ -i v 7iTQ'7RQ nVi A 1 

V) (rbi - L) ^gi iuudud prr /oy pno 




precursor - barley >gi 167087 (M6114 6 




hydrophobic protein [Horde urn vulgare] 


Seq. No. 


400208 


Seq. ID 


LIB3431-031-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


— 1 A A /" A II C 

glzyoyoo 


BLAST score 


596 


E value 


6. 0e-62 


Match length 


1 "3/1 

Xo4 


% identity 


38 


NCBI Description 


(X95402) duplicated domain structure ; 


Seq. No. 


A A. A O A A 

4uuzuy 


Seq. ID 


LIB3431-031-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


gyobyby 


BLAST score 


318 


E value 


3 . Ge-29 


Match length 


127 


% identity 


51 


NCBI Description 


(L28005) TGACG-mot if -binding protein 


Seq. No. 


400210 


Seq. ID 


LIB3431-031-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


686 


E value 


2.0e-72 


Match length 


128 



il PRECURSOR (SUBUNIT 
^system I 18K protein 
photosysteirt I 



[Glycine max] 



% identity 

NCBI Description 



100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
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